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gca gag agt age cag gac etc gag ttc cag tgg ctg aga gaa gag aca 1153 
Ala GIu Ser Ser Gin Asp Leu Glu Phe Gin Trp Leu Arg Glu Glu Thr 

370 375 380 

gac cag gtg ctg gaa agg ggg cct gtg ctt cag ttg cat gac ctg aaa 1201 
Asp Gin Val Leu Glu Arg Gly Pro Val Leu Gin Leu His Asp Leu Lys 

385 390 395 

egg gag gca gga ggc ggc tat cgc tgc gtg gcg tct gtg ccc age ata 1249 
Arg Glu Ala Gly Gly Gly Tyr Arg Cys Val Ala Ser Val Pro Ser He 

400 405 410 

ccc ggc ctg aac cgc aca cag ctg gtc aag ctg gec att ttt ggc ccc 1297 
Pro Gly Leu Asn Arg Thr Gin Leu Val Lys Leu Ala lie Phe Gly Pro 
415 420 425 430 

cct tgg atg gca ttc aag gag agg aag gtg tgg gtg aaa gag aat atg 1345 
Pro Trp Met Ala Phe Lys Glu Arg Lys Val Trp Val Lys Glu Asn Met 

435 440 445 

gtg ttg aat ctg tct tgt gaa gcg tea ggg cac ccc egg ccc acc ate 1393 
Val Leu Asn Leu Ser Cys Glu Ala Ser Gly His Pro Arg Pro Thr He 

450 455 460 

tec tgg aac gtc aac ggc acg gca agt gaa caa gac caa gat cca cag 1441 
Ser Trp Asn Val Asn Gly Thr Ala Ser Glu Gin Asp Gin Asp Pro Gin 

465 470 475 

cga gtc ctg age acc ctg aat gtc etc gtg acc ccg gag ctg ttg gag 1489 
Arg Val Leu Ser Thr Leu Asn Val Leu Val Thr Pro Glu Leu Leu Glu 

480 485 490 

aca ggt gtt gaa tgc acg gee tec aac gac ctg ggc aaa aac acc age 1537 
Thr Gly Val Glu Cys Thr Ala Ser Asn Asp Leu Gly Lys Asn Thr Ser 
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495 500 505 510 

ate etc ttc ctg gag ctg gtc aat tta acc acc etc aca cca gac tec 1585 

lie Leu Phe Leu Glu Leu Val Asn Leu Thr Thr Leu Thr Pro Asp Ser 

515 520 525 

aac aca ace act ggc etc age act tec act gec agt cct cat acc aga 1633 
Asn Thr Thr Thr Gly Leu Ser Thr Ser Thr Ala Ser Pro His Thr Arg 

530 535 540 

gee aac age acc tec aca gag aga aag ctg ccg gag ccg gag age egg 1681 
Ala Asn Ser Thr Ser Thr Glu Arg Lys Leu Pro Glu Pro Glu Ser Arg 

545 550 555 

ggc gtg gtc ate gtg get gtg att gtg tgc ate ctg gtc ctg geg gtg 1729 
Gly Val Val He Val Ala Val He Val Cys He Leu Val Leu Ala Val 

560 565 570 

ctg ggc get gtc etc tat ttc etc tat aag aag ggc aag ctg ccg tgc 1777 
Leu Gly Ala Val Leu Tyr Phe Leu Tyr Lys Lys Gly Lys Leu Pro Cys 
575 580 585 590 

agg cgc tea ggg aag cag gag ate acg ctg ccc ccg tct cgt aag acc 1825 
Arg Arg Ser Gly Lys Gin Glu He Thr Leu Pro Pro Ser Arg Lys Thr 

595 600 605 

gaa ctt gta gtt gaa gtt aag tea gat aag etc cca gaa gag atg ggc 1873 
Glu Leu Val Val Glu Val Lys Ser Asp Lys Leu Pro Glu Glu Met Gly 

610 615 620 

etc ctg cag ggc age age ggt gac aag agg get ccg gga gac cag gga 1921 
Leu Leu Gin Gly Ser Ser Gly Asp Lys Arg Ala Pro Gly Asp Gin Gly 

625 630 635 

gag aaa tac ate gat ctg agg cat tagccccgaa tcacttcagc tcccttccct 1975 
Glu Lys Tyr lie Asp Leu Arg His 
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640 




645 


gcctggacca 


ttcccagctc 


cctgctcact 


agagaagcct 


cctgctcccc 


tcgcctgcac 


cctgaggacc 


tcacttggcc 


ctgcaaggcc 


cctccacgtt 


gagtgaagct 


catcccaagc 


gagtttct tg 


cagaacgtgt 


tttttcttta 


gccagcagct 


gagctgggta 


gcctctc tga 


caccatccag 


gtgcaccac t 


gaagtgagga 


aagtgcgctg 


ttcacacccg ctccggagag 


tgcaagcttg 


catgcctgcg 


tgt tgctgca 


ctgtgacatt 


ttttctttgg 


tcagaggcca 


cggggccagg 


tgtggc tcac 


gcctgtaatc 


cacaaagtca 


gacgagacca 


tcctggctaa 


caaaaaaaaa 


ttagctaggc 


gtagtggttg 


gaagcaggag 


aatggtatga 


atccaggagg 


ctgcactcca 


gcctgggcaa 


cacagcgaga 


cgtagcagct 


ggctctgttt 


cgagtcaggt 


tcccatagcc 


ctcttgatgg atcacgtaaa 


gaggtctaca 


ctgtccttca 


tggggattaa 


caaaccaagc 


tcaggaccca 


accctagaag 




gcctggctag agcttcgggt 


gtgtgtatat 


atggttttgt 


caggtgtgta 


tgtatatata 


tatatgaaaa 


tatatatata 



<210> 96 
<2 1 1 > 646 
<2 1 2> PRT 



cttctctcag 


ccaaagctca 


aagggactag 


2035 


accccctttc 


agagggccac 


tgggt tagga 


2095 


cgcttttcag 


ggaccagtcc 


accaccatct 


2155 


aaggagcccc 


agtctcccga 


gcgggtagga 


2215 


cacacattat 


gctgtaaata 


cgctcgtcct 


2275 


gctggtttcc 


tgccccaaag 


gctggcattc 


2335 


cacaccggag 


ccaggcgcct 


gctcatgttg 


2395 


caccccagca 


gcatccagaa 


gcagctgcag 


2455 


ccaccctcct 


gtctgcctct 


tcaaagtctc 


2515 


ggaactgtgt 


cattccttaa 


agatacgtgc 


2575 


ccagcacttt 


gggaggccga 


ggcggcggat 


2635 


cacggtgaaa 


ccctgtctc t 


actaaaaata 


2695 


gcacctatag 


tcccagctac 


tcggaaggct 


2755 


tggagcttgc 


agtgagccga 


gaccgtgcca 


2815 


ctccgtctcg 


aggaaaaaaa 


aaatcgtgct 


2875 


gaattagcct 


caatccccgt 


gttcacttgc 


2935 


actgaaaggc 


agcggggagc 


agacaaagat 


2995 


agctatggtt 


atat tagcac 


caaacttcta 


3055 


Q Q U V V> U U U l Q 




ac t taEKKat 


3115 


gtgtgtgtct 


gtctgtgtat 


gcatacatat 


3175 


aat ttgcaaa 


ttgtttcctt 


tatatatgta 


3235 


tatgaaaaat 


aaagcttaat 


tgtcccag 


3293 
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<2 1 3> Homo sapiens 
<400> 96 

Met Gly Leu Pro Arg Leu Val Cys Ala Phe Leu Leu Ala Ala Cys Cys 

15 10 15 

Cys Cys Pro Arg Val Ala Gly Val Pro Gly Glu Ala Glu Gin Pro Ala 

20 25 30 

Pro Glu Leu Val Glu Val Glu Val Gly Ser Thr Ala Leu Leu Lys Cys 

35 40 45 

Gly Leu Ser Gin Ser Gin Gly Asn Leu Ser His Val Asp Trp Phe Ser 

50 55 60 

Val His Lys Glu Lys Arg Thr Leu He Phe Arg Val Arg Gin Gly Gin 
65 70 75 80 

Gly Gin Ser Glu Pro Gly Glu Tyr Glu Gin Arg Leu Ser Leu Gin Asp 

85 90 95 

Arg Gly Ala Thr Leu Ala Leu Thr Gin Val Thr Pro Gin Asp Glu Arg 

100 105 110 

He Phe Leu Cys Gin Gly Lys Arg Pro Arg Ser Gin Glu Tyr Arg lie 

115 120 125 

Gin Leu Arg Val Tyr Lys Ala Pro Glu Glu Pro Asn He Gin Val Asn 

130 135 140 

Pro Leu Gly He Pro Val Asn Ser Lys Glu Pro Glu Glu Val Ala Thr 
145 150 155 160 

Cys Val Gly Arg Asn Gly Tyr Pro He Pro Gin Val lie Trp Tyr Lys 

165 170 175 

Asn Gly Arg Pro Leu Lys Glu Glu Lys Asn Arg Val His He Gin Ser 
180 185 190 
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Ser Gin Thr Val Glu Ser Ser Gly Leu Tyr Thr Leu Gin Ser He Leu 

195 200 205 

Lys Ala Gin Leu Val Lys Glu Asp Lys Asp Ala Gin Phe Tyr Cys Glu 

210 215 220 

Leu Asn Tyr Arg Leu Pro Ser Gly Asn His Met Lys Glu Ser Arg Glu 
225 230 235 240 

Val Thr Val Pro Val Phe Tyr Pro Thr Glu Lys Val Trp Leu Glu Val 

245 250 255 

Glu Pro Val Gly Met Leu Lys Glu Gly Asp Arg Val Glu lie Arg Cys 

260 265 270 

Leu Ala Asp Gly Asn Pro Pro Pro His Phe Scr He Ser Lys Gin Asn 

275 280 285 

Pro Ser Thr Arg Glu Ala Glu Glu Glu Thr Thr Asn Asp Asn Gly Val 

290 295 300 

Leu Val Leu Glu Pro Ala Arg Lys Glu His Ser Gly Arg Tyr Glu Cys 
305 310 315 320 

Gin Ala Trp Asn Leu Asp Thr Met He Ser Leu Leu Ser Glu Pro Gin 

325 330 335 

Glu Leu Leu Val Asn Tyr Val Ser Asp Val Arg Val Ser Pro Ala Ala 

340 345 350 

Pro Glu Arg Gin Glu Gly Ser Ser Leu Thr Leu Thr Cys Giu Ala Glu 

355 360 365 

Ser Ser Gin Asp Leu Glu Phe Gin Trp Leu Arg Glu Glu Thr Asp Gin 

370 375 380 

Val Leu Glu Arg Gly Pro Val Leu Gin Leu His Asp Leu Lys Arg Glu 
385 390 395 400 

Ala Gly Gly Gly Tyr Arg Cys Val Ala Ser Val Pro Ser He Pro Gly 
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405 410 415 

Leu Asn Arg Thr Gin Leu Val Lys Leu Ala He Phe Gly Pro Pro Trp 

420 425 430 

Met Ala Phe Lys Glu Arg Lys Val Trp Val Lys Glu Asn Met Val Leu 

435 440 445 

Asn Leu Ser Cys Glu Ala Ser Gly His Pro Arg Pro Thr He Ser Trp 

450 455 460 

Asn Val Asn Gly Thr Ala Ser Glu Gin Asp Gin Asp Pro Gin Arg Val 
465 470 475 480 

Leu Ser Thr Leu Asn Val Leu Val Thr Pro Glu Leu Leu Glu Thr Gly 

485 490 495 

Val Glu Cys Thr Ala Ser Asn Asp Leu Gly Lys Asn Thr Ser He Leu 

500 505 510 

Phe Leu Glu Leu Val Asn Leu Thr Thr Leu Thr Pro Asp Ser Asn Thr 

515 520 525 

Thr Thr Gly Leu Ser Thr Ser Thr Ala Ser Pro His Thr Arg Ala Asn 

530 535 540 

Ser Thr Ser Thr Glu Arg Lys Leu Pro Glu Pro Glu Ser Arg Gly Val 
545 550 555 560 

Val He Val Ala Val He Val Cys He Leu Val Leu Ala Val Leu Gly 

565 570 575 

Ala Val Leu Tyr Phe Leu Tyr Lys Lys Gly Lys Leu Pro Cys Arg Arg 

580 585 590 

Ser Gly Lys Gin Glu He Thr Leu Pro Pro Ser Arg Lys Thr Glu Leu 

595 600 605 

Val Val Glu Val Lys Ser Asp Lys Leu Pro Glu Glu Met Gly Leu Leu 
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610 615 620 

Gin Gly Ser Ser Gly Asp Lys Arg Ala Pro Gly Asp Gin Gly Glu Lys 
625 630 635 640 

Tyr He Asp Leu Arg His 
645 

<210> 97 
<211> 1642 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (158).. (1279) 
<400> 97 

gaatcggcgg tcccgcaggt cccggatgtt gcggacagta tgaggcaagc gcagggggac 60 
ggggaccagc agctgtcgcc gccgctctca gggtgaagag ggaacagaaa tctttgcccc 120 
ctgactttgg aaatctcgtt taaccttcaa actggcg atg tea agg gtt cca agt 175 

Met Ser Arg Val Pro Ser 
1 5 

cct cca cct ccg gca gaa atg teg agt ggc ccc gta get gag agt tgg 223 
Pro Pro Pro Pro Ala Glu Met Ser Ser Gly Pro Val Ala Glu Ser Trp 

10 15 20 

tgc tac aca cag ate aag gta gtg aaa ttc tec tac atg tgg ace ate 271 
Cys Tyr Thr Gin He Lys Val Val Lys Phe Ser Tyr Met Trp Thr He 

25 30 35 

aat aac ttt age ttt tgc egg gag gaa atg ggt gaa gtc att aaa agt 319 
Asn Asn Phe Ser Phe Cys Arg Glu Glu Met Gly Glu Val He Lys Ser 
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40 45 50 

tct aca ttt tea tea gga gca aat gat aaa ctg aaa tgg tgt ttg cga 367 
Ser Thr Phe Ser Ser Gly Ala Asn Asp Lys Leu Lys Trp Cys Leu Arg 
55 60 65 70 

gta aac ccc aaa ggg tta gat gaa gaa age aaa gat tac ctg tea ctt 415 
Val Asn Pro Lys Gly Leu Asp Glu Glu Ser Lys Asp Tyr Leu Ser Leu 

75 80 85 

tac ctg tta ctg gtc age tgt cca aag agt gaa gtt egg gca aaa ttc 463 
Tyr Leu Leu Leu Val Ser Cys Pro Lys Ser Glu Val Arg Ala Lys Phe 

90 95 100 

aaa ttc tec ate ctg aat gec aag gga gaa gaa acc aaa get atg gag 511 
Lys Phe Ser He Leu Asn Ala Lys Gly Glu Glu Thr Lys Ala Met Glu 

105 110 115 

agt caa egg gca tat agg ttt gtg caa ggc aaa gac tgg gga ttc aag 559 
Ser Gin Arg Ala Tyr Arg Phe Val Gin Gly Lys Asp Trp Gly Phe Lys 

120 125 130 

aaa ttc ate cgt aga gat ttt ctt ttg gat gag gec aac ggg ctt etc 607 
Lys Phe He Arg Arg Asp Phe Leu Leu Asp Glu Ala Asn Gly Leu Leu 
135 140 145 150 

cct gat gac aag ctt acc etc ttc tgc gag gtg agt gtt gtg caa gat 655 
Pro Asp Asp Lys Leu Thr Leu Phe Cys Glu Val Ser Val Val Gin Asp 

155 160 165 

tct gtc aac att tct ggc cag aat acc atg aac atg gta aag gtt cct 703 
Ser Val Asn He Ser Gly Gin Asn Thr Met Asn Met Val Lys Val Pro 

170 175 180 

gag tgc egg ctg gca gat gag tta gga gga ctg tgg gag aat tec egg 751 
Glu Cys Arg Leu Ala Asp Glu Leu Gly Gly Leu Trp Glu Asn Ser Arg 
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185 190 195 

ttc aca gac tgc tgc ttg tgt gtt gcc ggc cag gaa ttc cag get cac 799 
Phe Thr Asp Cys Cys Leu Cys Val Ala Gly Gin Glu Phe Gin Ala His 

200 205 210 

aag get ate tta gca get cgt let ccg gtt ttt agt gee atg ttt gaa 847 
Lys Ala He Leu Ala Ala Arg Ser Pro Val Phe Ser Ala Met Phe Glu 
215 220 225 230 

cat gaa atg gag gag age aaa aag aat cga gtt gaa ate aat gat gtg 895 
His Glu Met Glu Glu Ser Lys Lys Asn Arg Val Glu lie Asn Asp Val 

235 240 245 

gag cct gaa gtt ttt aag gaa atg atg tge ttc att tac acg ggg aag 943 
Glu Pro Glu Val Phe Lys Glu Met Met Cys Phe He Tyr Thr Gly Lys 

250 255 260 

get cca aac etc gac aaa atg get gat gat ttg ctg gca get get gac 991 
Ala Pro Asn Leu Asp Lys Met Ala Asp Asp Leu Leu Ala Ala Ala Asp 

265 270 275 

aag tat gcc ctg gag cgc tta aag gtc atg tgt gag gat gcc etc tgc 1039 
Lys Tyr Ala Leu Glu Arg Leu Lys Val Met Cys Glu Asp Ala Leu Cys 

280 285 290 

agt aac ctg tec gtg gag aac get gca gaa att etc ate ctg gcc gac 1087 
Ser Asn Leu Ser Val Glu Asn Ala Ala Glu lie Leu He Leu Ala Asp 
295 300 305 3 10 

etc cac agt gca gat cag ttg aaa act cag gca gtg gat ttc ate aac 1135 
Leu His Ser Ala Asp Gin Leu Lys Thr Gin Ala Val Asp Phe He Asn 

315 320 325 

tat cat get teg gat gtc ttg gag ace tct ggg tgg aag tea atg gtg i j 83 
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Tyr His Ala Ser Asp Val Leu Glu Thr Ser Gly Trp Lys Ser Met Val 

330 335 340 

gtg tea cat ccc cac ttg gtg get gag gca tac cgc let ctg get tea 1231 
Val Ser His Pro His Leu Val Ala Glu Ala Tyr Arg Ser Leu Ala Ser 

3^5 350 355 

gca cag tgc cct ttt ctg gga ccc cca cgc aaa cgc ctg aag caa tec 1279 
Ala Gin Cys Pro Phe Leu Gly Pro Pro Arg Lys Arg Leu Lys Gin Ser 

360 365 370 

taagatcctg cttgttgtaa gactccgttt aatttccaga agcagcagcc actgttgctg 1339 
ccactgacca ccaggtagac agegcaatet gtggagcttt tactctgttg tgaggggaag 1399 
agactgeatt gtggccccag acttttaaaa cagcactaaa taactlgggg gaaacggggg 1459 
gagggaaaat gaaatgaaaa ccctgttgct gcgtcactgt gttccctttg gcctgtctga 1519 
gtttgatact gtggggattc agtttaggcg ctggcccgag gatatcccag cggtggtact 1579 
teggagacac ctgtctgcat ctgactgagc agaacaaatc gtcaggtgcc tggagcaaaa 1639 
agg 1642 

<210> 98 
<211> 374 
<212> PRT 

< 2 1 3> Homo sapiens 
<400> 98 

Met Ser Arg Val Pro Ser Pro Pro Pro Pro Ala Glu Met Ser Ser Gly 

15 10 15 

Pro Val Ala Glu Ser Trp Cys Tyr Thr Gin He Lys Val Val Lys Phe 

20 25 30 

Ser Tyr Met Trp Thr lie Asn Asn Phe Ser Phe Cys Arg Glu Glu Met 
35 40 45 
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Gly GIu Val He Lys Ser Ser Thr Phe Ser Ser Gly Ala Asn Asp Lys 

50 55 60 

Leu Lys Trp Cys Leu Arg Val Asn Pro Lys Gly Leu Asp GIu GIu Ser 
65 70 75 80 

Lys Asp Tyr Leu Ser Leu Tyr Leu Leu Leu Val Ser Cys Pro Lys Ser 

85 90 95 

GIu Val Arg Ala Lys Phe Lys Phe Ser He Leu Asn Ala Lys Gly GIu 

100 105 110 

GIu Thr Lys Ala Met GIu Ser Gin Arg Ala Tyr Arg Phe Val Gin Gly 

115 120 125 

Lys Asp Trp Gly Phe Lys Lys Phe He Arg Arg Asp Phe Leu Leu Asp 

130 135 140 

GIu Ala Asn Gly Leu Leu Pro Asp Asp Lys Leu Thr Leu Phe Cys GIu 
145 150 155 160 

Val Ser Val Val Gin Asp Ser Val Asn He Ser Gly Gin Asn Thr Met 

165 170 175 

Asn Met Val Lys Val Pro GIu Cys Arg Leu Ala Asp GIu Leu Gly Gly 

180 185 190 

Leu Trp GIu Asn Ser Arg Phe Thr Asp Cys Cys Leu Cys Val Ala Gly 

195 200 205 

Gin GIu Phe Gin Ala His Lys Ala He Leu Ala Ala Arg Ser Pro Val 

210 215 220 

Phe Ser Ala Met Phe GIu His GIu Met GIu GIu Ser Lys Lys Asn Arg 
225 230 235 240 

Val GIu He Asn Asp Val GIu Pro GIu Val Phe Lys GIu Met Met Cys 

245 250 255 

Phe He Tyr Thr Gly Lys Ala Pro Asn Leu Asp Lys Met Ala Asp Asp 
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260 265 270 

Leu Leu Ala Ala Ala Asp Lys Tyr Ala Leu Glu Arg Leu Lys Val Met 

275 280 285 

Cys Glu Asp Ala Leu Cys Ser Asn Leu Ser Val Glu Asn Ala Ala Glu 

290 295 300 

He Leu He Leu Ala Asp Leu His Ser Ala Asp Gin Leu Lys Thr Gin 
305 310 315 320 

Ala Val Asp Phe lie Asn Tyr His Ala Ser Asp Val Leu Glu Thr Ser 

325 330 335 

Gly Trp Lys Ser Met Val Val Ser His Pro His Leu Val Ala Glu Ala 

340 345 350 

Tyr Arg Ser Leu Ala Ser Ala Gin Cys Pro Phe Leu Gly Pro Pro Arg 

355 360 365 

Lys Arg Leu Lys Gin Ser 
370 

<210> 99 

<211> 5722 

<212> DNA 

<2 1 3> Homo sapiens 

<220> 

<221> CDS 

<222> (112).. (3621) 
<400> 99 

ggacgcacag gcattccccg cgcccctcca gccctcgccg ccctcgccac cgctcccggc 60 
cgccgcgctc cggtacacac aggatccctg ctgggcacca acagctccac c atg ggg 117 

Met Gly 
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1 

ctg gcc tgg gga eta ggc gtc ctg ttc ctg atg cat gtg tgt ggc acc 165 
Leu Ala Trp Gly Leu Gly Val Leu Phe Leu Met His Val Cys Gly Thr 

5 10 15 

aac cgc att cca gag tct ggc gga gac aac age gtg ttt gac ate ttt 213 
Asn Arg He Pro Glu Ser Gly Gly Asp Asn Ser Val Phe Asp He Phe 

20 25 30 

gaa etc acc ggg gcc gcc cgc aag ggg tct ggg cgc cga ctg gtg aag 261 
Glu Leu Thr Gly Ala Ala Arg Lys Gly Ser Gly Arg Arg Leu Val Lys 
35 40 45 50 

ggc ccc gac cct tec age cca get ttc cgc ate gag gat gcc aac ctg 309 
Gly Pro Asp Pro Ser Ser Pro Ala Phe Arg He Glu Asp Ala Asn Leu 

55 60 65 

ate ccc cct gtg cct gat gac aag ttc caa gac ctg gtg gat get gtg 357 
He Pro Pro Val Pro Asp Asp Lys Phe Gin Asp Leu Val Asp Ala Val 

70 75 80 

egg gca gaa aag ggt ttc etc ctt ctg gca tec ctg agg cag atg aag 405 
Arg Ala Glu Lys Gly Phe Leu Leu Leu Ala Ser Leu Arg Gin Met Lys 

85 90 95 

aag acc egg ggc acg ctg ctg gcc ctg gag egg aaa gac cac tct ggc 453 
Lys Thr Arg Gly Thr Leu Leu Ala Leu Glu Arg Lys Asp His Ser Gly 

100 105 110 

cag gtc ttc age gtg gtg tec aat ggc aag gcg ggc acc ctg gac etc 501 
Gin Val Phe Ser Val Val Ser Asn Gly Lys Ala Gly Thr Leu Asp Leu 
115 120 125 130 

age ctg acc gtc caa gga aag cag cac gtg gtg tct gtg gaa gaa get 549 
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Ser Leu Thr Val Gin Gly Lys Gin His Val Val Ser Val Glu Glu Ala 

135 140 145 

etc ctg gca acc ggc cag tgg aag age ate acc ctg ttt gtg cag gaa 597 
Leu Leu Ala Thr Gly Gin Trp Lys Ser lie Thr Leu Phe Val Gin Glu 

150 155 160 

gac agg gec cag ctg tac ate gac tgt gaa aag atg gag aat get gag 645 
Asp Arg Ala Gin Leu Tyr He Asp Cys Glu Lys Mel Glu Asn Ala Glu 

165 170 175 

ttg gac gtc ccc ate caa age gtc ttc acc aga gac ctg gec age ate 693 
Leu Asp Val Pro He Gin Ser Val Phe Thr Arg Asp Leu Ala Ser He 

180 185 190 

gee aga etc cge ate gca aag ggg ggc gtc aat gac aat ttc cag ggg 741 
Ala Arg Leu Arg He Ala Lys Gly Gly Val Asn Asp Asn Phe Gin Gly 
195 200 205 210 

gtg ctg cag aat gtg agg ttt gtc ttt gga acc aca cca gaa gac ate 789 
Val Leu Gin Asn Val Arg Phe Val Phe Gly Thr Thr Pro Glu Asp He 

215 220 225 

etc agg aac aaa ggc tgc tec age tct acc agt gtc etc etc acc ctt 837 
Leu Arg Asn Lys Gly Cys Ser Ser Ser Thr Ser Val Leu Leu Thr Leu 

230 235 240 

gac aac aac gtg gtg aat ggt tec age cct gee ate cge act aac tac 885 
Asp Asn Asn Val Val Asn Gly Ser Ser Pro Ala He Arg Thr Asn Tyr 

245 250 255 

att ggc cac aag aca aag gac ttg caa gee ate tgc ggc ate tec tgt 933 
He Gly His Lys Thr Lys Asp Leu Gin Ala He Cys Gly He Ser Cys 

260 265 270 

gat gag ctg tec age atg gtc ctg gaa etc agg ggc ctg cge acc att 981 
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Asp Glu Leu Ser Ser Met Val Leu Glu Leu Arg Gly Leu Arg Thr He 
275 280 285 290 

gtg acc acg ctg cag gac age ate cge aaa gtg act gaa gag aac aaa 1029 
Val Thr Thr Leu Gin Asp Ser He Arg Lys Val Thr Glu Glu Asn Lys 

295 300 305 

gag ttg gec aat gag ctg agg egg cct ccc eta tgc tat cac aac gga 1077 
Glu Leu Ala Asn Glu Leu Arg Arg Pro Pro Leu Cys Tyr His Asn Gly 

310 315 320 

gtt cag tac aga aat aac gag gaa tgg act gtt gat age tgc act gag 1125 
Val Gin Tyr Arg Asn Asn Glu Glu Trp Thr Val Asp Ser Cys Thr Glu 

325 330 335 

tgt cac tgt cag aac tea gtt acc ate tgc aaa aag gtg tec tgc ccc 1173 
Cys His Cys Gin Asn Ser Val Thr He Cys Lys Lys Val Ser Cys Pro 

340 345 350 

ate atg ccc tgc tec aat gec aca gtt cct gat gga gaa tgc tgt cct 1221 
He Met Pro Cys Ser Asn Ala Thr Val Pro Asp Gly Glu Cys Cys Pro 
355 360 365 370 

cgc tgt tgg ccc age gac tct gcg gac gat ggc tgg tct cca tgg tec 1269 
Arg Cys Trp Pro Ser Asp Ser Ala Asp Asp Gly Trp Ser Pro Trp Ser 

375 380 385 

gag tgg acc tec tgt tct acg age tgt ggc aat gga att cag cag cgc 1317 
Glu Trp Thr Ser Cys Ser Thr Ser Cys Gly Asn Gly He Gin Gin Arg 

390 395 400 

ggc cgc tec tgc gat age etc aac aac cga tgt gag ggc tec teg gtc 1365 
Gly Arg Ser Cys Asp Ser Leu Asn Asn Arg Cys Glu Gly Ser Ser Val 
405 410 415 
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cag aca egg acc tgc cac att cag gag tgt gac aaa aga ttt aaa cag 1413 
Gin Thr Arg Thr Cys His He Gin Glu Cys Asp Lys Arg Phe Lys Gin 

420 425 430 

gat ggt ggc tgg age cac tgg tec ccg tgg tea tct tgt tct gtg aca 1461 
Asp Gly Gly Trp Ser His Trp Ser Pro Trp Ser Ser Cys Ser Vai Thr 
435 440 445 450 

tgt ggt gat ggt gtg ate aca agg ate egg etc tgc aac tct ccc age 1509 
Cys Gly Asp Gly Val He Thr Arg He Arg Leu Cys Asn Ser Pro Ser 

455 460 465 

ccc cag atg aat ggg aaa ccc tgt gaa ggc gaa gcg egg gag acc aaa 1557 
Pro Gin Met Asn Gly Lys Pro Cys Glu Gly Glu Ala Arg Glu Thr Lys 

470 475 480 

gee tgc aag aaa gac gec tgc ccc ate aat gga ggc tgg ggt cct tgg 1605 
Ala Cys Lys Lys Asp Ala Cys Pro He Asn Gly Gly Trp Gly Pro Trp 

485 490 495 

tea cca tgg gac ate tgt tct gtc acc tgt gga gga ggg gta cag aaa 1653 
Ser Pro Trp Asp lie Cys Ser Val Thr Cys Gly Gly Gly Val Gin Lys 

500 505 510 

cgt agt cgt etc tgc aac aac ccc gca ccc cag ttt gga ggc aag gac 1701 
Arg Ser Arg Leu Cys Asn Asn Pro Ala Pro Gin Phe Gly Gly Lys Asp 
515 520 525 530 

tgc gtt ggt gat gta aca gaa aac cag ate tgc aac aag cag gac tgt 1749 
Cys Val Gly Asp Val Thr Glu Asn Gin He Cys Asn Lys Gin Asp Cys 

535 540 545 

cca att gat gga tgc ctg tec aat ccc tgc ttt gec ggc gtg aag tgt 1797 
Pro lie Asp Gly Cys Leu Ser Asn Pro Cys Phe Ala Gly Val Lys Cys 
550 555 560 
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act age tac cct gat ggc age tgg aaa tgt ggt get tgt ccc cct ggt 1845 
Thr Ser Tyr Pro Asp Gly Ser Trp Lys Cys Gly Ala Cys Pro Pro Gly 

565 570 575 

tac agt gga aat ggc ate cag tgc aca gat gtt gat gag tgc aaa gaa 1893 
Tyr Ser Gly Asn Gly He Gin Cys Thr Asp Val Asp Glu Cys Lys Glu 

580 585 590 

gtg cct gat gec tgc ttc aac cac aat gga gag cac egg tgt gag aac 1941 
Val Pro Asp Ala Cys Phe Asn His Asn Gly Glu His Arg Cys Glu Asn 
595 600 605 610 

acg gac ccc ggc tac aac tgc ctg ccc tgc ccc cca cgc ttc acc ggc 1989 
Thr Asp Pro Gly Tyr Asn Cys Leu Pro Cys Pro Pro Arg Phe Thr Gly 

615 620 625 

tea cag ccc ttc ggc cag ggt gtc gaa cat gec acg gec aac aaa cag 2037 
Ser Gin Pro Phe Gly Gin Gly Val Glu His Ala Thr Ala Asn Lys Gin 

630 635 640 

gtg tgc aag ccc cgt aac ccc tgc acg gat ggg acc cac gac tgc aac 2085 
Val Cys Lys Pro Arg Asn Pro Cys Thr Asp Gly Thr His Asp Cys Asn 

645 650 655 

aag aac gec aag tgc aac tac ctg ggc cac tat age gac ccc atg tac 2133 
Lys Asn Ala Lys Cys Asn Tyr Leu Gly His Tyr Ser Asp Pro Met Tyr 

660 665 670 

cgc tgc gag tgc aag cct ggc tac get ggc aat ggc ate ate tgc ggg 2181 
Arg Cys Glu Cys Lys Pro Gly Tyr Ala Gly Asn Gly He He Cys Gly 
675 680 685 690 

gag gac aca gac ctg gat ggc tgg ccc aat gag aac ctg gtg tgc gtg 2229 
Glu Asp Thr Asp Leu Asp Gly Trp Pro Asn Glu Asn Leu Val Cys Val 
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695 700 705 

gcc aat gcg act tac cac tgc aaa aag gat aat tgc ccc aac ctt ccc 2277 
Ala Asn Ala Thr Tyr His Cys Lys Lys Asp Asn Cys Pro Asn Leu Pro 

710 715 720 

aac tea ggg cag gaa gac tat gac aag gat gga att ggt gat gcc tgt 2325 
Asn Ser Gly Gin Glu Asp Tyr Asp Lys Asp Gly lie Gly Asp Ala Cys 

725 730 735 

gat gat gac gat gac aat gat aaa att cca gat gac agg gac aac tgt 2373 
Asp Asp Asp Asp Asp Asn Asp Lys He Pro Asp Asp Arg Asp Asn Cys 

740 745 750 

cca ttc cat tac aac cca get cag tat gac tat gac aga gat gat gtg 2421 
Pro Phe His Tyr Asn Pro Ala Gin Tyr Asp Tyr Asp Arg Asp Asp Val 
755 760 765 770 

gga gac cgc tgt gac aac tgt ccc tac aac cac aac cca gat cag gca 2469 
Gly Asp Arg Cys Asp Asn Cys Pro Tyr Asn His Asn Pro Asp Gin Ala 

775 780 785 

gac aca gac aac aat ggg gaa gga gac gcc tgt get gca gac att gat 2517 
Asp Thr Asp Asn Asn Gly Glu Gly Asp Ala Cys Ala Ala Asp He Asp 

790 795 800 

gga gac ggt ate etc aat gaa egg gac aac tgc cag tac gtc tac aat 2565 
Gly Asp Gly He Leu Asn Glu Arg Asp Asn Cys Gin Tyr Val Tyr Asn 

805 810 815 

gtg gac cag aga gac act gat atg gat ggg gtt gga gat cag tgt gac 2613 
Val Asp Gin Arg Asp Thr Asp Met Asp Gly Val Gly Asp Gin Cys Asp 

820 825 830 

aat tgc ccc ttg gaa cac aat ccg gat cag ctg gac tct gac tea gac 2661 
Asn Cys Pro Leu Glu His Asn Pro Asp Gin Leu Asp Ser Asp Ser Asp 
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835 840 845 850 

cgc att gga gat acc tgt gac aac aat cag gat att gat gaa gat ggc 2709 

Arg He Gly Asp Thr Cys Asp Asn Asn Gin Asp He Asp Glu Asp Gly 

855 860 865 

cac cag aac aat ctg gac aac tgt ccc tat gtg ccc aat gcc aac cag 2757 
His Gin Asn Asn Leu Asp Asn Cys Pro Tyr Val Pro Asn Ala Asn Gin 

870 875 880 

get gac cat gac aaa gat ggc aag gga gat gcc tgt gac cac gat gat 2805 
Ala Asp His Asp Lys Asp Gly Lys Gly Asp Ala Cys Asp His Asp Asp 

885 890 895 

gac aac gat ggc att cct gat gac aag gac aac tgc aga etc gtg ccc 2853 
Asp Asn Asp Gly He Pro Asp Asp Lys Asp Asn Cys Arg Leu Val Pro 

900 905 910 

aat ccc gac cag aag gac tct gac ggc gat ggt cga ggt gat gcc tgc 2901 
Asn Pro Asp Gin Lys Asp Ser Asp Gly Asp Gly Arg Gly Asp Ala Cys 
915 920 925 930 

aaa gat gat ttt gac cat gac agt gtg cca gac ate gat gac ate tgt 2949 
Lys Asp Asp Phe Asp His Asp Ser Val Pro Asp He Asp Asp He Cys 

935 940 945 

cct gag aat gtt gac ate agt gag acc gat ttc cgc cga ttc cag atg 2997 
Pro Glu Asn Val Asp He Ser Glu Thr Asp Phe Arg Arg Phe Gin Met 

950 955 960 

att cct ctg gac ccc aaa ggg aca tec caa aat gac cct aac tgg gtt 3045 
He Pro Leu Asp Pro Lys Gly Thr Ser Gin Asn Asp Pro Asn Trp Val 

965 970 975 

gta cgc cat cag ggt aaa gaa etc gtc cag act gtc aac tgt gat cct 3093 
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Val Arg His Gin Gly Lys Glu Leu Val Gin Thr Val Asn Cys Asp Pro 

980 985 990 

gga etc get gta ggt tat gat gag ttt aat get gtg gac ttc agt ggc 3141 
Gly Leu Ala Val Gly Tyr Asp Glu Phe Asn Ala Val Asp Phe Ser Gly 
995 1000 1005 1010 

acc ttc ttc ale aac acc gaa agg gac gat gac tat get gga ttt gtc 3189 
Thr Phe Phe He Asn Thr Glu Arg Asp Asp Asp Tyr Ala Gly Phe Val 

1015 1020 1025 

ttt ggc tac cag tec age age cgc ttt tat gtt gtg atg tgg aag caa 3237 
Phe Gly Tyr Gin Ser Ser Ser Arg Phe Tyr Val Val Met Trp Lys Gin 

1030 1035 1040 

gtc acc cag tec tac tgg gac acc aac ccc acg agg get cag gga tac 3285 
Val Thr Gin Ser Tyr Trp Asp Thr Asn Pro Thr Arg Ala Gin Gly Tyr 

1045 1050 1055 

teg ggc ctt tct gtg aaa gtt gta aac tec acc aca ggg cct ggc gag 3333 
Ser Gly Leu Ser Val Lys Val Val Asn Ser Thr Thr Gly Pro Gly Glu 

1060 1065 1070 

cac ctg egg aac gec ctg tgg cac aca gga aac acc cct ggc cag gtg 3381 
His Leu Arg Asn Ala Leu Trp His Thr Gly Asn Thr Pro Gly Gin Val 
1075 1080 1085 1090 

cgc acc ctg tgg cat gac cct cgt cac ata ggc tgg aaa gat ttc acc 3429 
Arg Thr Leu Trp His Asp Pro Arg His He Gly Trp Lys Asp Phe Thr 

1095 1100 1105 

gee tac aga tgg cgt etc age cac agg cca aag acg ggt ttc att aga 3477 
Ala Tyr Arg Trp Arg Leu Ser His Arg Pro Lys Thr Gly Phe He Arg 

1110 1115 1120 

gtg gtg atg tat gaa ggg aag aaa ate atg get gac tea gga ccc ate 3525 
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Val Val Met Tyr Glu Gly Lys Lys He Met Ala Asp Ser Gly Pro He 

1125 1130 1135 

tat gat aaa acc tat get ggl ggt aga eta ggg ttg ttt gtc ttc tct 3573 
Tyr Asp Lys Thr Tyr Ala Gly Gly Arg Leu Gly Leu Phe Val Phe Ser 

1140 1145 H50 

caa gaa atg gtg ttc ttc tct gac ctg aaa tac gaa tgt aga gat ccc 3621 
Gin Glu Met Val Phe Phe Ser Asp Leu Lys Tyr Glu Cys Arg Asp Pro 
H55 1 160 1165 1 170 

taatcatcaa attgttgatt gaaagactga tcataaacca atgctggtat tgcaccttct 3681 
ggaactatgg gcttgagaaa acccccagga tcacttctcc ttggcttcct tcttttctgt 3741 
gettgeatea gtgtggactc etagaaegtg cgacctgcct caagaaaatg cagttttcaa 3801 
aaacagactc atcagcaltc agcctccaat gaataagaca tcttccaagc atataaacaa 3861 
ttgctttggt ttccttttga aaaagcatct acttgettea gttgggaagg tgcccattcc 3921 
actctgcctt tgtcacagag cagggtgeta ttgtgaggcc atctctgagc agtggactca 3981 
aaagcatttt caggcatgtc agagaaggga ggactcacta gaattagcaa acaaaaccac 4041 
cctgacatcc tccttcagga acaeggggag cagaggecaa agcactaagg ggagggegea 4101 
tacccgagac gattgtatga agaaaatatg gaggaactgt tacatgttcg gtactaagtc 4161 
attttcaggg gattgaaaga etattgetgg atttcatgat gctgactggc gttagctgat 4221 
taacccatgt aaataggcac ttaaatagaa gcaggaaagg gagacaaaga ctggcttctg 4281 
gacttcctcc ctgatcccca cccttactca tcaccttgca gtggccagaa ttagggaatc 4341 
agaatcaaac cagtgtaagg cagtgctggc tgccattgcc tggtcacatt gaaattggtg 4401 
gcttcattct agatgtagct tgtgcagatg tagcaggaaa ataggaaaac ctaccatctc 4461 
agtgagcacc agctgcctcc caaaggaggg gcagccgtgc ttatattttt atggttacaa 4521 
tggcacaaaa ttattatcaa cctaactaaa acattccttt tctctttttt cegtaattae 4581 
taggtagttt tctaattctc tcttttggaa gtatgatttt tttaaagtct ttacgatgta 4641 
aaatatttat tttttactta ttctggaaga tctggctgaa ggattattca tggaacagga 4701 
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agaagcgtaa agactatcca tgtcatcttt gttgagagtc ttcglgactg (aagattgta 4761 
aatacagatt atttattaac tctgttctgc ctggaaattt aggcttcata cggaaagtgt 4821 
ttgagagcaa gtagttgaca tttatcagca aatctcttgc aagaacagca caaggaaaat 4881 
cagtctaata agctgctctg ccccttgtgc tcagagtgga tgttatggga ttcctttltt 4941 
ctctgtttta tcttttcaag tggaattagt tggttatcca tttgcaaatg ttttaaattg 5001 
caaagaaagc catgaggtct tcaatactgt tttaccccat cccttgtgca tatltccagg 5061 
gagaaggaaa gcatatacac ttttttcttt catttttcca aaagagaaaa aaatgacaaa 5121 
aggtgaaact tacatacaaa tattacctca tttgttgtgt gactgagtaa agaatttttg 5181 
gatcaagcgg aaagagttta agtgtctaac aaacttaaag ctactgtagt acctaaaaag 5241 
tcagtgttgt acatagcata aaaactctgc agagaagtat tcccaataag gaaatagcat 5301 
tgaaatgtta aatacaattt ctgaaagtta tgtttttttt ctatcatctg gtataccatt 5361 
gctttatttt tataaattat tttctcattg ccattggaat agaatattca gattgtgtag 5421 
atatgctatt taaataattt atcaggaaat actgcctgta gagttagtat ttctattttt 5481 
atataatgtt tgcacactga attgaagaat tgttggtttt ttcttttttt tgtttttttt 5541 
tttttttttt ttttttttgc ttttgacctc ccatttttac tatttgccaa tacctttttc 5601 
taggaatgtg cttttttttg tacacatttt tatccatttt acattctaaa gcagtgtaag 5661 
ttgtatatta ctgtttctta tgtacaagga acaacaataa atcatatgga aatttatatt 5721 
[ 5722 

<210> 100 
<211> 1170 
<212> PRT 

<213> Homo sapiens 
<400> 100 

Met Gly Leu Ala Trp Gly Leu Gly Val Leu Phe Leu Met His Val Cys 

15 10 15 

Gly Thr Asn Arg He Pro Glu Ser Gly Gly Asp Asn Ser Val Phe Asp 
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20 25 30 

He Phe Glu Leu Thr Gly Ala Ala Arg Lys Gly Ser Gly Arg Arg Leu 

35 40 45 

Val Lys Gly Pro Asp Pro Ser Ser Pro Ala Phe Arg He Glu Asp Ala 

50 55 60 

Asn Leu lie Pro Pro Val Pro Asp Asp Lys Phe Gin Asp Leu Val Asp 
65 70 75 80 

Ala Val Arg Ala Glu Lys Gly Phe Leu Leu Leu Ala Ser Leu Arg Gin 

85 90 95 

Met Lys Lys Thr Arg Gly Thr Leu Leu Ala Leu Glu Arg Lys Asp His 

100 105 110 

Ser Gly Gin Val Phe Ser Val Val Ser Asn Gly Lys Ala Gly Thr Leu 

115 120 125 

Asp Leu Ser Leu Thr Val Gin Gly Lys Gin His Val Val Ser Val Glu 

130 135 140 

Glu Ala Leu Leu Ala Thr Gly Gin Trp Lys Ser lie Thr Leu Phe Val 
145 150 155 160 

Gin Glu Asp Arg Ala Gin Leu Tyr He Asp Cys Glu Lys Met Glu Asn 

165 170 175 

Ala Glu Leu Asp Val Pro lie Gin Ser Val Phe Thr Arg Asp Leu Ala 

180 185 190 

Ser He Ala Arg Leu Arg He Ala Lys Gly Gly Val Asn Asp Asn Phe 

195 200 205 

Gin Gly Val Leu Gin Asn Val Arg Phe Val Phe Gly Thr Thr Pro Glu 

210 215 220 

Asp He Leu Arg Asn Lys Gly Cys Ser Ser Ser Thr Ser Val Leu Leu 
225 230 235 240 

373/527 



WO 01/25427 



PCT/JPOO/06840 



Thr Leu Asp Asn Asn Val Val Asn Gly Ser Ser Pro Ala He Arg Thr 

245 250 255 

Asn Tyr He Gly His Lys Thr Lys Asp Leu Gin Ala He Cys Gly He 

260 265 270 

Ser Cys Asp Glu Leu Ser Ser Met Val Leu Gly Leu Arg Gly Leu Arg 

275 280 285 

Thr He Val Thr Thr Leu Gin Asp Ser He Arg Lys Val Thr Glu Glu 

290 295 300 

Asn Lys Glu Leu Ala Asn Glu Leu Arg Arg Pro Pro Leu Cys Tyr His 
305 310 315 320 

Asn Gly Val Gin Tyr Arg Asn Asn Glu Glu Trp Thr Val Asp Ser Cys 

325 330 335 

Thr Glu Cys His Cys Gin Asn Ser Val Thr He Cys Lys Lys Val Ser 

340 345 350 

Cys Pro He Met Pro Cys Ser Asn Ala Thr Val Pro Asp Gly Glu Cys 

355 360 365 

Cys Pro Arg Cys Trp Pro Ser Asp Ser Ala Asp Asp Gly Trp Ser Pro 

370 375 380 

Trp Ser Glu Trp Thr Ser Cys Ser Thr Ser Cys Gly Asn Gly lie Gin 
385 390 395 400 

Gin Arg Gly Arg Ser Cys Asp Ser Leu Asn Asn Arg Cys Glu Gly Ser 

405 410 415 

Ser Val Gin Thr Arg Thr Cys His He Gin Glu Cys Asp Lys Arg Phe 

420 425 430 

Lys Gin Asp Gly Gly Trp Ser His Trp Ser Pro Trp Ser Ser Cys Ser 
435 440 445 
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Va] Thr Cys Gly Asp Gly Val He Thr Arg He Arg Leu Cys Asn Ser 

450 455 4 6 o 

Pro Ser Pro Gin Met Asn Gly Lys Pro Cys Glu Gly Glu Ala Arg Glu 
465 470 475 480 

Thr Lys Ala Cys Lys Lys Asp Ala Cys Pro He Asn Gly Gly Trp Gly 

485 490 495 

Pro Trp Ser Pro Trp Asp He Cys Ser Val Thr Cys Gly Gly Gly Val 

500 505 510 

Gin Lys Arg Ser Arg Leu Cys Asn Asn Pro Ala Pro Gin Phe Gly Gly 

515 520 525 

Lys Asp Cys Val Gly Asp Val Thr Glu Asn Gin He Cys Asn Lys Gin 

530 535 540 

Asp Cys Pro He Asp Gly Cys Leu Ser Asn Pro Cys Phe Ala Gly Val 
545 550 555 560 

Lys Cys Thr Ser Tyr Pro Asp Gly Ser Trp Lys Cys Gly Ala Cys Pro 

565 570 575 

Pro Gly Tyr Ser Gly Asn Gly He Gin Cys Thr Asp Val Asp Glu Cys 

580 585 590 

Lys Glu Val Pro Asp Ala Cys Phe Asn His Asn Gly Glu His Arg Cys 

595 600 605 

Glu Asn Thr Asp Pro Gly Tyr Asn Cys Leu Pro Cys Pro Pro Arg Phe 

610 615 620 

Thr Gly Ser Gin Pro Phe Gly Gin Gly Val Glu His Ala Thr Ala Asn 
625 630 635 640 

Lys Gin Val Cys Lys Pro Arg Asn Pro Cys Thr Asp Gly Thr His Asp 

645 650 655 

Cys Asn Lys Asn Ala Lys Cys Asn Tyr Leu Gly His Tyr Ser Asp Pro 
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660 665 670 

Met Tyr Arg Cys Glu Cys Lys Pro Gly Tyr Ala Gly Asn Gly He lie 

675 680 685 

Cys Gly Glu Asp Thr Asp Leu Asp Gly Trp Pro Asn Glu Asn Leu Val 

690 695 700 

Cys Val Ala Asn Ala Thr Tyr His Cys Lys Lys Asp Asn Cys Pro Asn 
705 710 715 720 

Leu Pro Asn Ser Gly Gin Glu Asp Tyr Asp Lys Asp Gly He Gly Asp 

725 730 735 

Ala Cys Asp Asp Asp Asp Asp Asn Asp Lys He Pro Asp Asp Arg Asp 

740 745 750 

Asn Cys Pro Phe His Tyr Asn Pro Ala Gin Tyr Asp Tyr Asp Arg Asp 

755 760 765 

Asp Val Gly Asp Arg Cys Asp Asn Cys Pro Tyr Asn His Asn Pro Asp 

770 775 780 

Gin Ala Asp Thr Asp Asn Asn Gly Glu Gly Asp Ala Cys Ala Ala Asp 
785 790 795 800 

He Asp Gly Asp Gly He Leu Asn Glu Arg Asp Asn Cys Gin Tyr Val 

805 810 815 

Tyr Asn Val Asp Gin Arg Asp Thr Asp Met Asp Gly Val Gly Asp Gin 

820 825 830 

Cys Asp Asn Cys Pro Leu Glu His Asn Pro Asp Gin Leu Asp Ser Asp 

835 840 845 

Ser Asp Arg lie Gly Asp Thr Cys Asp Asn Asn Gin Asp He Asp Glu 

850 855 860 

Asp Gly His Gin Asn Asn Leu Asp Asn Cys Pro Tyr Val Pro Asn Ala 
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865 870 875 880 

Asn Gin Ala Asp His Asp Lys Asp Gly Lys Gly Asp Ala Cys Asp His 

885 890 895 

Asp Asp Asp Asn Asp Gly He Pro Asp Asp Lys Asp Asn Cys Arg Leu 

900 905 910 

Val Pro Asn Pro Asp Gin Lys Asp Ser Asp Gly Asp Gly Arg Gly Asp 

915 920 925 

Ala Cys Lys Asp Asp Phe Asp His Asp Ser Val Pro Asp He Asp Asp 

930 935 940 

He Cys Pro Glu Asn Val Asp He Ser Glu Thr Asp Phe Arg Arg Phe 
945 950 955 960 

Gin Met He Pro Leu Asp Pro Lys Gly Thr Ser Gin Asn Asp Pro Asn 

965 970 975 

Trp Val Val Arg His Gin Gly Lys Glu Leu Val Gin Thr Val Asn Cys 

980 985 990 

Asp Pro Gly Leu Ala Val Gly Tyr Asp Glu Phe Asn Ala Val Asp Phe 

995 1000 1005 

Ser Gly Thr Phe Phe He Asn Thr Glu Arg Asp Asp Asp Tyr Ala Gly 

1010 1015 1020 

Phe Val Phe Gly Tyr Gin Ser Ser Ser Afg Phe Tyr Val Val Met Trp 
1025 1030 1035 1040 

Lys Gin Val Thr Gin Ser Tyr Trp Asp Thr Asn Pro Thr Arg Ala Gin 

1045 1050 1055 

Gly Tyr Ser Gly Leu Ser Val Lys Val Val Asn Ser Thr Thr Gly Pro 

1060 1065 1070 

Gly Glu His Leu Arg Asn Ala Leu Trp His Thr Gly Asn Thr Pro Gly 
1075 1080 1085 
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Gin Val Arg Thr Leu Trp His Asp Pro Arg His He Gly Trp Lys Asp 

1090 1095 1100 

Phe Thr Ala Tyr Arg Trp Arg Leu Ser His Arg Pro Lys Thr Gly Phe 
H05 mo ins H20 

He Arg Val Val Met Tyr Glu Gly Lys Lys He Met Ala Asp Ser Gly 

1125 1130 1135 

Pro He Tyr Asp Lys Thr Tyr Ala Gly Gly Arg Leu Gly Leu Phe Val 

1140 1145 1150 

Phe Ser Gin Glu Met Val Phe Phe Ser Asp Leu Lys Tyr Glu Cys Arg 
1 155 1160 1165 

Asp Pro 
1170 

<2I0> 101 
<211> 838 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (35).. (568) 

<400> 101 

gaattccgga gttttcatcc agccacgggc cage atg tct ggg ggc aaa tac gta 55 

Met Ser Gly Gly Lys Tyr Val 
1 5 

gac teg gag gga cat etc tac acc gtt ccc ate egg gaa cag ggc aac 103 
Asp Ser Glu Gly His Leu Tyr Thr Val Pro He Arg Glu Gin Gly Asn 
10 15 20 
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ate tac aag ccc aac aac aag gec atg gca gac gag ctg age gag aag 151 
He Tyr Lys Pro Asn Asn Lys Ala Met Ala Asp Glu Leu Ser Glu Lys 

25 30 35 

eaa gtg tac gac gcg cac ace aag gag ate gac ctg gtc aac cgc gac 199 
Gin Val Tyr Asp Ala His Thr Lys Glu He Asp Leu Val Asn Arg Asp 
40 45 50 55 

cct aaa cac etc aac gat gac gtg gtc aag att gac ttt gaa gat gtg 247 
Pro Lys His Leu Asn Asp Asp Val Val Lys He Asp Phe Glu Asp Val 

60 65 70 

att gca gaa cca gaa ggg aca cac agt ttt cac ggc att tgg aag gec 295 
He Ala Glu Pro Glu Gly Thr His Ser Phe His Gly He Trp Lys Ala 

75 80 85 

age ttc acc acc ttc act gtg acg aaa tac tgg ttt tac cgc ttg ctg 343 
Ser Phe Thr Thr Phe Thr Val Thr Lys Tyr Trp Phe Tyr Arg Leu Leu 

90 95 100 

tct gec etc ttt ggc ate ccg atg gca etc ate tgg ggc att tac ttc 391 
Ser Ala Leu Phe Gly He Pro Met Ala Leu He Trp Gly lie Tyr Phe 

105 110 115 

gec att etc tct ttc ctg cac ate tgg gca gtt gta cca tgc att aag 439 
Ala He Leu Ser Phe Leu His He Trp Ala Val Val Pro Cys He Lys 
120 125 130 135 

age ttc ctg att gag att cag tgc acc age cgt gtc tat tec ate tac 487 
Ser Phe Leu He Glu lie Gin Cys Thr Ser Arg Val Tyr Ser He Tyr 

140 145 150 

gtc cac acc gtc tgt gac cca etc ttt gaa get gtt ggg aaa ata ttc 535 
Val His Thr Val Cys Asp Pro Leu Phe Glu Ala Val Gly Lys He Phe 
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155 160 165 

age aat gtc cgc ate aac ttg cag aaa gaa ata taaatgacat ttcaaggata 588 
Ser Asn Val Arg He Asn Leu Gin Lys Glu He 

170 175 

gaagtatace tgattttttt tccttttaat tttcctggtg ccaatttcaa gttccaagtt 648 

gctaatacag caacgaattt atgaattgaa ttatcttggt tgaaaataaa aagatcactt 708 

tetcagtttt cataagtatt atgtctcttc tgagctattt catctatttt tggcagtctg 768 

aatttttaaa acccatttat atttctttcc ttaccttttt atttgeatgt ggatcaacca 828 

tegctttatt 838 

<210> 102 
<2I1> 178 
< 2 1 2 > PRT 

< 2 1 3 > Homo sapiens 
<400> 102 

Met Ser Gly Gly Lys Tyr Val Asp Ser Glu Gly His Leu Tyr Thr Val 

15 10 15 

Pro He Arg Glu Gin Gly Asn He Tyr Lys Pro Asn Asn Lys Ala Met 

20 25 30 

Ala Asp Glu Leu Ser Glu Lys Gin Val Tyr Asp Ala His Thr Lys Glu 

35 40 45 

He Asp Leu Val Asn Arg Asp Pro Lys His Leu Asn Asp Asp Val Val 

50 55 60 

Lys He Asp Phe Glu Asp Val He Ala Glu Pro Glu Gly Thr His Ser 
65 70 75 80 

Phe His Gly lie Trp Lys Ala Ser Phe Thr Thr Phe Thr Val Thr Lys 
85 90 95 
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Tyr Trp Phe Tyr Arg Leu Leu Ser Ala Leu Phe Gly He Pro Met Ala 

100 105 no 

Leu He Trp Gly He Tyr Phe Ala lie Leu Ser Phe Leu His He Trp 

1"5 120 125 

Ala Val Val Pro Cys He Lys Ser Phe Leu lie Glu He Gin Cys Thr 

130 135 140 

Ser Arg Val Tyr Ser He Tyr Val His Thr Val Cys Asp Pro Leu Phe 
1 45 150 155 160 

Glu Ala Val Gly Lys He Phe Ser Asn Val Arg He Asn Leu Gin Lys 
165 170 175 

Glu He 

<210> 103 
<211> 2269 
<212> DNA 

<213> Homo sapiens 
<220> 
<221> CDS 
<222> (1).. (444) 
<400> 103 

ccg ccc gcc acc age tac gec ccg tec gac gtg ccc teg ggg gtc gcg 48 
Pro Pro Ala Thr Ser Tyr Ala Pro Ser Asp Val Pro Ser Gly Val Ala 

1 5 10 15 

ctg ttc etc acc ate cct ttc gcc ttc ttc ctg ccc gag ctg ata ttt 96 
Leu Phe Leu Thr He Pro Phe Ala Phe Phe Leu Pro Glu Leu He Phe 

20 25 30 

ggg ttc ttg gtc tgg acc atg gta gcc gcc acc cac ata gta tac ccc 144 
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Gly Phe Leu Val Trp Thr Met Val Ala Ala Thr His He Val Tyr Pro 

35 40 45 

ttg ctg caa gga tgg gtg atg tat gtc teg etc acc teg ttt etc ate 192 
Leu Leu Gin Gly Trp Val Met Tyr Val Ser Leu Thr Ser Phe Leu He 

50 55 60 

tec ttg atg ttc ctg ttg tct tac ttg ttt gga ttt tac aaa aga ttt 240 
Ser Leu Met Phe Leu Leu Ser Tyr Leu Phe Gly Phe Tyr Lys Arg Phe 
65 70 75 80 

gaa tec tgg aga gtt ctg gac age ctg tac cac ggg acc act ggc ate 288 
Glu Ser Trp Arg Val Leu Asp Ser Leu Tyr His Gly Thr Thr Gly He 

85 90 95 

ctg tac atg age get gee gtc eta caa gta cat gec acg att gtt tct 336 
Leu Tyr Met Ser Ala Ala Val Leu Gin Val His Ala Thr He Val Ser 

100 105 1)0 

gag aaa ctg ctg gac cca aga att tac tac att aat teg gca gec teg 384 
Glu Lys Leu Leu Asp Pro Arg He Tyr Tyr He Asn Ser Ala Ala Ser 

115 120 125 

ttc ttc gec ttc ate gec acg ctg etc tac att etc cat gec ttc age 432 
Phe Phe Ala Phe He Ala Thr Leu Leu Tyr He Leu His Ala Phe Ser 

130 135 140 

ate tat tac cac tgatgcacag gcgccaggcc aagggggaaa tgctctttga 484 
He Tyr Tyr His 
145 

aagctccaat tattggtccc caaaagcagc ttccaacgtt tgccatctgg atgacaaacg 544 
gaagatccac taaaaegtec aegggattaa cagaacgtcc ttgcagactg agegatgaca 604 
ccacactttg tttggacatt taaattcact ctgetgaata ggaggaagct tttctttttc 664 
ctgggaaaac aactgtctct tggaattatc tgaccatgaa cttgctcttc tagacaactc 724 
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acatcaaagc cctcactcca ctaatggaga atcctagccc cactaatgcc aagtctgttt 784 
ggggattttg cctcagctat gggcttccct agagtaggtc taggggaata ctcagtctga 844 
tcttlttttt gtttgtttta ttttgttttt tttgagacgg agtctcgctc ttcctccaag 904 
gctggagtgc agtgacgcga tctccactca ctgcaggctc cgcctcccgg gttcccgcca 964 
ttctcctgcc tcagcctccc gagtagccgg gactacaggc gcccaccacc atgcccggct 1024 
aatttagttg tatttttagt agagatgggg 1 1 tcaccgta ttagccagga tggtctcgat 1084 
ctcctgacct cgtgatccgc ccgcctcggc ctcccaaagt gctgggatta caggcgtgag 1144 
ccaccgtgcc cggcctgatt ctcttaaaat tgaagaggtg ctgccaaggc cttcagatct 1204 
aacgcagatg catagacctt gttcotggta cttgttcagc ctgtgctggg gagccgtggt 1264 
cccgagttcc ctgggaggct gacagggtca agccaccctg cccaccaccc tcccacttcc 1324 
cctccccttt cctctccagc attaggattc aagggaaatc tgcatgaagc caattttgag 1384 
ggtagacgtg tggggaaaat aaatcattat acagtaagac ctggggcttg aggggtgggg 1444 
aatggggagg gaagggcata gcctgctcct ccatgagtct gacatctcgg aaactgagca 1504 
gctgccggac gcctgggtca ggaatccaag accccacctc ttaaggactg gttcctcaga 1564 
aagcaccctc agggaaaaag gtgaaaacat tacatccgtg gattctcctg ccacaaccgc 1624 
attggaagaa aaggctgccg caacatctca gcgaggagtg aaggacccat gtcccaggaa 1684 
ccgcgctgcg ccacctgcac tcacccccct cacattctct taagcacccg gtggccctcc 1744 
gaggctggcg gaatggtggt gcccacgggg ttgggcaagg gctcaccagg acctcaacgg 1804 
gcaaagttgt gcacactaaa atatcaaatc aaggtgcttg gttttaaagt aaatgttttt 1864 
ctaaagaaag ctgtgttctt ctgttgaccc agacgaatag ggcacagccc tgtaactgca 1924 
cgtgccttct gtcattggga atgaaataaa ttattacgag aaagggactt gtcctaactg 1984 
gtttgaggcc ttacagtttt gtatctacat ttttcccctc ctggggtttg cggggacagg 2044 
gacagaacta caggagtcat gggaaagaaa attctggctt cactactgct cactgctcac 2104 
tttctgatca clctgatact tttttttttt tttttttttt gcaacctgat accttgaaaa 2164 
gcttctatgt glctctcctt ttgttgcctg gcagctgtct aggatgatca ctgattacta 2224 
tttactaagt agccacatgc aaataaaagt tgtttggtaa aatgg 2269 
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<210> 104 
<2I1> 148 
<212> PRT 

<213> Homo sapiens 
<400> 104 

Pro Pro Ala Thr Ser Tyr Ala Pro Ser Asp Val Pro Ser Gly Val Ala 

15 10 15 

Leu Phe Leu Thr He Pro Phe Ala Phe Phe Leu Pro Glu Leu He Phe 

20 25 30 

Gly Phe Leu Val Trp Thr Met Val Ala Ala Thr His lie Val Tyr Pro 

35 40 45 

Leu Leu Gin Gly Trp Val Met Tyr Val Ser Leu Thr Ser Phe Leu He 

50 55 60 

Ser Leu Met Phe Leu Leu Ser Tyr Leu Phe Gly Phe Tyr Lys Arg Phe 
65 70 75 80 

Glu Ser Trp Arg Val Leu Asp Ser Leu Tyr His Gly Thr Thr Gly lie 

85 90 95. 

Leu Tyr Met Ser Ala Ala Val Leu Gin Val His Ala Thr He Val Ser 

100 105 110 

Glu Lys Leu Leu Asp Pro Arg He Tyr Tyr He Asn Ser Ala Ala Ser 

115 120 125 

Phe Phe Ala Phe He Ala Thr Leu Leu Tyr He Leu His Ala Phe Scr 

130 135 140 

He Tyr Tyr His 
145 



<210> 105 
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<2I]> 2899 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (91).. (2196) 

<400> 105 

gatctgaatt cggtcccagc tagagctcca gcgcccgctc aggccccact cgaccctctc 60 
gggcctcggc tacttggact gcggcggaat atg gcg get ccg atg act ccc gcg 114 

Met Ala Ala Pro Met Thr Pro Ala 
1 5 

get egg ccc gag gac tac gag gcg gcg etc aat gee gee ctg get gac 162 
Ala Arg Pro Glu Asp Tyr Glu Ala Ala Leu Asn Ala Ala Leu Ala Asp 

JO 15 20 

gtg ccc gaa ctg gee aga etc ctg gag ate gac ccg tac ttg aag ccc 210 
Val Pro Glu Leu Ala Arg Leu Leu Glu lie Asp Pro Tyr Leu Lys Pro 
25 30 35 40 

tac gec gtg gac ttc cag cgc agg tat aag cag ttt age caa att ttg 258 
Tyr Ala Val Asp Phe Gin Arg Arg Tyr Lys Gin Phe Ser Gin He Leu 

45 50 55 

aag aac att gga gaa aat gaa ggt ggt att gat aag ttt tec aga ggc 306 
Lys Asn He Gly Glu Asn Glu Gly Gly He Asp Lys Phe Ser Arg Gly 

60 65 70 

tat gaa tea ttt ggc gtc cac aga tgt get gat ggt ggt tta tac tec 354 
Tyr Glu Ser Phe Gly Val His Arg Cys Ala Asp Gly Gly Leu Tyr Ser 
75 80 85 
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aaa gaa tgg gcc ccg gga gca gaa gga gtt ttt ctt act gga gat ttt 402 
Lys Glu Trp Ala Pro Gly Ala Glu Gly Val Phe Leu Thr Gly Asp Phe 

90 95 100 

aat ggt tgg aat cca ttt teg tac cca tac aaa aaa ctg gat tat gga 450 
Asn Gly Trp Asn Pro Phe Ser Tyr Pro Tyr Lys Lys Leu Asp Tyr Gly 
105 110 115 120 

aaa tgg gag ctg tat ate cca cca aag cag aat aaa tct gta etc gtg 498 
Lys Trp Glu Leu Tyr lie Pro Pro Lys Gin Asn Lys Ser Val Leu Val 

125 130 135 

cct cat gga tec aaa tta aag gta gtt att act agt aaa age gga gag 546 
Pro His Gly Ser Lys Leu Lys Val Val He Thr Ser Lys Ser Gly Glu 

140 145 150 

ate ttg tat cgt att tea ccg tgg gca aag tat gtg gtt cgt gaa ggt 594 
He Leu Tyr Arg He Ser Pro Trp Ala Lys Tyr Val Val Arg Glu Gly 

155 160 165 

gat aat gtg aat tat gat tgg ata cac tgg gal cca gaa cac tea tat 642 
Asp Asn Val Asn Tyr Asp Trp He His Trp Asp Pro Glu His Ser Tyr 

170 175 180 

gag ttt aag cat tec aga cca aag aag cca egg agt eta aga att tat 690 
Glu Phe Lys His Ser Arg Pro Lys Lys Pro Arg Ser Leu Arg lie Tyr 
185 190 195 200 

gaa tct cat gtg gga att tct tec cat gaa gga aaa gta get tct tat 738 
Glu Ser His Val Gly He Ser Ser His Glu Gly Lys Val Ala Ser Tyr 

205 ' 210 215 

aaa cat ttt aca tgc aat gta eta cca aga ate aaa ggc ctt gga tac 786 
Lys His Phe Thr Cys Asn Val Leu Pro Arg He Lys Gly Leu Gly Tyr 
220 225 230 
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aac tgc att cag ttg atg gca ate atg gag cat get tac tat gec age 834 
Asn Cys He Gin Leu Met Ala He Met Glu His Ala Tyr Tyr Ala Ser 

235 240 245 

ttt ggt tac caa ate aca age ttc ttt gca get tec age cgt tat gga 882 
Phe Gly Tyr Gin He Thr Ser Phe Phe Ala Ala Ser Ser Arg Tyr Gly 

250 255 260 

aca cct gaa gag eta caa gaa ctg gta gac aca get cat tec atg ggt 930 
Thr Pro Glu Glu Leu Gin Glu Leu Val Asp Thr Ala His Ser Met Gly 
265 270 275 280 

ate ata gtc etc tta gat gtg gta cac age cat get tea aaa aat tea 978 
lie He Val Leu Leu Asp Val Val His Ser His Ala Ser Lys Asn Ser 

285 290 295 

gca gat gga ttg aat atg ttt gat ggg aca gat tec tgt tat ttt cat 1026 
Ala Asp Gly Leu Asn Met Phe Asp Gly Thr Asp Ser Cys Tyr Phe His 

300 305 310 

tct gga cct aga ggg act cat gat ctt tgg gat age aga ttg ttt gee 1074 
Ser Gly Pro Arg Gly Thr His Asp Leu Trp Asp Ser Arg Leu Phe Ala 

315 320 325 

tac tec age tgg gaa gtt tta aga ttc ctt ctg tea aac ata aga tgg 1122 
Tyr Ser Ser Trp Glu Val Leu Arg Phe Leu Leu Ser Asn He Arg Trp 

330 335 340 

tgg ttg gaa gaa tat cgc ttt gat gga ttt cgt ttt gat ggt gtt acg 1170 
Trp Leu Glu Glu Tyr Arg Phe Asp Gly Phe Arg Phe Asp Gly Val Thr 
345 350 355 360 

tec atg ctt tat cat cac cat gga gtg ggt caa ggt ttc tea ggt gat 1218 
Ser Met Leu Tyr His His His Gly Val Gly Gin Gly Phe Ser Gly Asp 
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365 370 375 

tac agt gaa tat ttc gga eta caa gta gat gaa gat gec ttg act tac 1266 
Tyr Ser Glu Tyr Phe Gly Leu Gin Val Asp Glu Asp Ala Leu Thr Tyr 

380 385 390 

etc atg ttg gea aat cat ttg gtt cac acg ctg tgt ccc gat tct ata 1314 
Leu Met Leu Ala Asn His Leu Val His Thr Leu Cys Pro Asp Ser He 

395 400 405 

aca ata get gag gat gta tea gga atg cca get ctg tgc tct cca att 1362 
Thr He Ala Glu Asp Val Ser Gly Met Pro Ala Leu Cys Ser Pro He 

410 415 420 

tec cag gga ggg ggt ggt ttt gac tat cga eta gee atg gca att cca 1410 
Ser Gin Gly Gly Gly Gly Phe Asp Tyr Arg Leu Ala Met Ala He Pro 
425 430 435 440 

gat aag tgg att cag eta ctt aaa gag ttt aaa gat gaa gac tgg aac 1458 
Asp Lys Trp He Gin Leu Leu Lys Glu Phe Lys Asp Glu Asp Trp Asn 

445 450 455 

atg ggc gat ata gta tac acg etc aca aac agg cgc tac ctt gaa aag 1506 
Met Gly Asp He Val Tyr Thr Leu Thr Asn Arg Arg Tyr Leu Glu Lys 

460 465 470 

tgc att get tat gca gag age cat gat cag gca ttg gtt ggg gat aag 1554 
Cys He Ala Tyr Ala Glu Ser His Asp Gin Ala Leu Val Gly Asp Lys 

475 480 485 

teg ctg gca ttt tgg ttg atg gat gee gaa atg tat aca aac atg agt 1602 
Ser Leu Ala Phe Trp Leu Met Asp Ala Glu Met Tyr Thr Asn Met Ser 

490 495 500 

gtc ctg act cct ttt act cca gtt att gat cgt gga ata cag ctt cat 1650 
Val Leu Thr Pro Phe Thr Pro Val He Asp Arg Gly He Gin Leu His 
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505 510 515 520 

aaa atg att cga etc att acg cat ggg ctt ggt gga gaa ggc tat etc 1698 

Lys Met He Arg Leu He Thr His Gly Leu Gly Gly Glu Gly Tyr Leu 

525 530 535 

aat ttc atg ggt aat gaa ttt ggg cat cct gaa tgg tta gac ttc cca 1746 
Asn Phe Met Gly Asn Glu Phe Gly His Pro Glu Trp Leu Asp Phe Pro 

540 545 550 

aga aaa gga aat aat gag agt tac cat tat gec agg egg cag ttt cat 1794 
Arg Lys Gly Asn Asn Glu Ser Tyr His Tyr Ala Arg Arg Gin Phe His 

555 560 565 

tta act gac gac gac ctt ctt cgc tac aag ttc eta aat aat ttt gac 1842 
Leu Thr Asp Asp Asp Leu Leu Arg Tyr Lys Phe Leu Asn Asn Phe Asp 

570 575 580 

agg gat atg aat aga ttg gaa gaa aga tat ggt tgg ctt gca get cca 1890 
Arg Asp Met Asn Arg Leu Glu Glu Arg Tyr Gly Trp Leu Ala Ala Pro 
585 590 595 600 

cag gee tac gtg agt gaa aaa cat gaa ggc aat aag ate att get ttt 1938 
Gin Ala Tyr Val Ser Glu Lys His Glu Gly Asn Lys He lie Ala Phe 

605 610 615 

gaa aga gca ggt ctt ctt ttc att ttc aac ttc cat cca age aag age 1986 
Glu Arg Ala Gly Leu Leu Phe He Phe Asn Phe His Pro Ser Lys Ser 

620 625 630 

tac act gac tac cga gtt gga aca gca ttg cca ggg aaa ttc aaa att 2034 
Tyr Thr Asp Tyr Arg Val Gly Thr Ala Leu Pro Gly Lys Phe Lys He 

635 640 645 

gtg eta gat tea gat gca gcg gaa tat gga ggg cat cag aga ctg gac 2082 
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Val Leu Asp Ser Asp Ala Ala Glu Tyr Gly Gly His Gin Arg Leu Asp 

650 655 660 

cac age act gac ttt ttt tct gag get ttt gaa cat aat ggg cgt ccc 2130 
His Ser Thr Asp Phe Phe Ser Glu Ala Phe Glu His Asn Gly Arg Pro 
665 670 675 680 

tat tct ctt ttg gtg tac att cca age aga gtg gec etc ate ctt cag 2178 
Tyr Ser Leu Leu Val Tyr He Pro Ser Arg Val Ala Leu He Leu Gin 

685 690 695 

aat gtg gat ctg ccg aat tgaagaggee tgatttcagc tccaccagat 2226 
Asn Val Asp Leu Pro Asn 
700 

gcagatttgt gttttgtttt cttgttatca ctgtcacaca gcttataaca tgtatgcttt 2286 
tcagaataca gttgtctagc caagccatca agtgtctgaa attcaatatt ggtttatgca 2346 
aatacagcaa acttttattt aagtagatag gagaatatgt ttaaaatatt aggaatccta 2406 
gaccatattt tcaagtcatc ttagcagcta ggattctcaa atggaagtgt tatatataat 2466 
atgttaaaaa cattttgett tcctggctaa ttatttgatc cttttaaatc caaatttgaa 2526 
tcatttgtca tgtatgatta tttctgttaa atgtacacag tatttaagat ggatatttgg 2586 
tggctctatt tgttctgata tcttttggtc taaattatga ggtaccaaga ttgtttcttt 2646 
gtttcttttt ttcaaattgt gtttagaaat actgtaataa atalgcagta gtgatataaa 2706 
gaattatatc caaggtaata taaaagecat tacgtatgaa ctcatccgtg tctcattttg 2766 
tgttttattt tgtgatctct tgtccactaa gtatcttgtt aaatgccagt atctcagtct 2826 
ttctgaagee ctgaaatggt aattgtagca tttcagaaaa tgtctttcat ttcaatcaat 2886 
aaaaagcttt tgt 2899 

<210> 106 
<211> 702 
<212> PRT 
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<213> Homo sapiens 
<400> 106 

Met Ala Ala Pro Met Thr Pro Ala Ala Arg Pro Glu Asp Tyr Glu Ala 

1 5 10 15 

Ala Leu Asn Ala Ala Leu Ala Asp Val Pro Glu Leu Ala Arg Leu Leu 

20 25 30 

Glu He Asp Pro Tyr Leu Lys Pro Tyr Ala Val Asp Phe Gin Arg Arg 

35 40 45 

Tyr Lys Gin Phe Ser Gin lie Leu Lys Asn He Gly Glu Asn Glu Gly 

50 55 60 

Gly He Asp Lys Phe Ser Arg Gly Tyr Glu Ser Phe Gly Val His Arg 
65 70 75 80 

Cys Ala Asp Gly Gly Leu Tyr Ser Lys Glu Trp Ala Pro Gly Ala Glu 

85 90 95 

Gly Val Phe Leu Thr Gly Asp Phe Asn Gly Trp Asn Pro Phe Ser Tyr 

100 105 HO 

Pro Tyr Lys Lys Leu Asp Tyr Gly Lys Trp Glu Leu Tyr He Pro Pro 

U5 120 125 

Lys Gin Asn Lys Ser Val Leu Val Pro His Gly Ser Lys Leu Lys Val 

130 135 140 

Val lie Thr Ser Lys Ser Gly Glu lie Leu Tyr Arg He Ser Pro Trp 
145 150 155 160 

Ala Lys Tyr Val Val Arg Glu Gly Asp Asn Val Asn Tyr Asp Trp He 

165 170 175 

His Trp Asp Pro Glu His Ser Tyr Glu Phe Lys His Ser Arg Pro Lys 

180 185 190 

Lys Pro Arg Ser Leu Arg He Tyr Glu Ser His Val Gly He Ser Ser 
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195 200 205 

His Glu Gly Lys Val Ala Ser Tyr Lys His Phe Thr Cys Asn Val Leu 

210 215 220 

Pro Arg He Lys Gly Leu Gly Tyr Asn Cys lie Gin Leu Met Ala He 
225 230 235 240 

Met Glu His Ala Tyr Tyr Ala Ser Phe Gly Tyr Gin He Thr Ser Phe 

245 250 255 

Phe Ala Ala Ser Ser Arg Tyr Gly Thr Pro Glu Glu Leu Gin Glu Leu 

260 265 270 

Val Asp Thr Ala His Ser Met Gly He He Val Leu Leu Asp Val Val 

275 280 285 

His Ser His Ala Ser Lys Asn Ser Ala Asp Gly Leu Asn Met Phe Asp 

290 295 300 

Gly Thr Asp Ser Cys Tyr Phe His Ser Gly Pro Arg Gly Thr His Asp 
305 310 315 320 

Leu Trp Asp Ser Arg Leu Phe Ala Tyr Ser Ser Trp Glu Val Leu Arg 

325 330 335 

Phe Leu Leu Ser Asn He Arg Trp Trp Leu Glu Glu Tyr Arg Phe Asp 

340 345 350 

Gly Phe Arg Phe Asp Gly Val Thr Ser Met Leu Tyr His His His Gly 

355 360 365 

Val Gly Gin Gly Phe Ser Gly Asp Tyr Ser Glu Tyr Phe Gly Leu Gin 

370 375 380 

Val Asp Glu Asp Ala Leu Thr Tyr Leu Met Leu Ala Asn His Leu Val 
385 390 395 400 

His Thr Leu Cys Pro Asp Ser He Thr He Ala Glu Asp Val Ser Gly 
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405 410 415 

Met Pro Ala Leu Cys Ser Fro He Ser Gin Gly Gly Gly Gly Phe Asp 

420 425 430 

Tyr Arg Leu Ala Met Ala He Pro Asp Lys Trp He Gin Leu Leu Lys 

435 440 445 

Glu Phe Lys Asp Glu Asp Trp Asn Met Gly Asp lie Val Tyr Thr Leu 

450 455 460 

Thr Asn Arg Arg Tyr Leu Glu Lys Cys He Ala Tyr Ala Glu Ser His 
465 470 475 480 

Asp Gin Ala Leu Val Gly Asp Lys Ser Leu Ala Phe Trp Leu Met Asp 

485 490 495 

Ala Glu Met Tyr Thr Asn Met Ser Val Leu Thr Pro Phe Thr Pro Val 

500 505 510 

He Asp Arg Gly He Gin Leu His Lys Met He Arg Leu lie Thr His 

515 520 525 

Gly Leu Gly Gly Glu Gly Tyr Leu Asn Phe Met Gly Asn Glu Phe Gly 

530 535 540 

His Pro Glu Trp Leu Asp Phe Pro Arg Lys Gly Asn Asn Glu Ser Tyr 
545 550 555 560 

His Tyr Ala Arg Arg Gin Phe His Leu Thr Asp Asp Asp Leu Leu Arg 

565 570 575 

Tyr Lys Phe Leu Asn Asn Phe Asp Arg Asp Met Asn Arg Leu Glu Glu 

580 585 590 

Arg Tyr Gly Trp Leu Ala Ala Pro Gin Ala Tyr Val Ser Glu Lys His 

595 600 605 

Glu Gly Asn Lys He lie Ala Phe Glu Arg Ala Gly Leu Leu Phe He 
610 615 620 
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Phe Asn Phe His Pro 
625 

Ala Leu Pro Gly Lys 
645 

Tyr Gly Gly His Gin 
660 

Ala Phe Glu His Asn 
675 

Ser Arg Val Ala Leu 
690 

<210> 107 
<211> 790 
<212> DNA 

<213> Homo sapiens 
<220> 
<221> CDS 
<222> (78).. (626) 
<400> 107 

actgccccaa ggcccccgcc gccgctccag cgccgcgcag ccaccgccgc cgccgccgcc 60 
tctccttagt cgccgcc atg acg acc gcg tec acc teg cag gtg cgc cag 110 
Met Thr Thr Ala Ser Thr Ser Gin Val Arg Gin 
1 5 10 

aac tac cac cag gac tea gag gee gec ate aac cgc cag ate aac ctg 158 
Asn Tyr His Gin Asp Ser Glu Ala Ala He Asn Arg Gin He Asn Leu 

15 20 25 

gag etc tac gec tec tac gtt tac ctg tec atg tct tac tac ttt gac 206 

394/527 



Ser Lys Ser Tyr Thr Asp Tyr Arg Val Gly Thr 
630 635 640 

Phe Lys lie Val Leu Asp Ser Asp Ala Ala Glu 

650 655 
Arg Leu Asp His Ser Thr Asp Phe Phe Ser Glu 

665 670 
Gly Arg Pro Tyr Ser Leu Leu Val Tyr He Pro 

680 685 
lie Leu Gin Asn Val Asp Leu Pro Asn 
695 700 



WO 01/25427 



PCT/JP00/06840 



Glu Leu Tyr Ala Ser Tyr Val Tyr Leu Ser Met Ser Tyr Tyr Phe Asp 

30 35 40 

cgc gat gat gtg get ttg aag aac ttt gec aaa tac ttt ctt cac caa 254 
Arg Asp Asp Val Ala Leu Lys Asn Phe Ala Lys Tyr Phe Leu His Gin 

45 50 55 

tct cat gag gag agg gaa cat get gag aaa ctg atg aag ctg cag aac 302 
Ser His Glu Glu Arg Glu His Ala Glu Lys Leu Met Lys Leu Gin Asn 
60 65 70 75 

caa cga ggt ggc cga ate ttc ctt cag gat ate aag aaa cca gac tgt 350 
Gin Arg Gly Gly Arg He Phe Leu Gin Asp lie Lys Lys Pro Asp Cys 

80 85 90 

gat gac tgg gag age ggg ctg aat gca atg gag tgt gca tta cat ttg 398 
Asp Asp Trp Glu Ser Gly Leu Asn Ala Met Glu Cys Ala Leu His Leu 

95 100 105 

gaa aaa aat gtg aat cag tea eta ctg gaa ctg cac aaa ctg gec act 446 
Glu Lys Asn Val Asn Gin Ser Leu Leu Glu Leu His Lys Leu Ala Thr 

110 115 120 

gac aaa aat gac ccc cat ttg tgt gac ttc att gag aca cat tac ctg 494 
Asp Lys Asn Asp Pro His Leu Cys Asp Phe He Glu Thr His Tyr Leu 

125 130 135 

aat gag cag gtg aaa gec ate aaa gaa ttg ggt gac cac gtg acc aac 542 
Asn Glu Gin Val Lys Ala He Lys Glu Leu Gly Asp His Val Thr Asn 
140 145 150 155 

ttg cgc aag atg gga gcg ccc gaa tct ggc ttg gcg gaa tat etc ttt 590 
Leu Arg Lys Met Gly Ala Pro Glu Ser Gly Leu Ala Glu Tyr Leu Phe 
160 165 170 
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gac aag cac acc ctg gga gac agt gat aat gaa age taagectegg 636 
Asp Lys His Thr Leu Gly Asp Ser Asp Asn Glu Ser 

175 180 

gctaatttcc ccatagccgt ggggtgactt ccclggtcac caaggcagtg catgcatgtl 696 

ggggtttcct ttaccllttc tataagttgt accaaaacat ccacttaagt tctttgattt 756 

gtaccattcc ttcaaataaa gaaatttggt accc 790 

<210> 108 
<211> 183 
<212> PRT 

<213> Homo sapiens 
<400> 108 

Met Thr Thr Ala Ser Thr Ser Gin Val Arg Gin Asn Tyr His Gin Asp 

15 10 15 

Ser Glu Ala Ala He Asn Arg Gin lie Asn Leu Glu Leu Tyr Ala Ser 

20 25 30 

Tyr Val Tyr Leu Ser Met Ser Tyr Tyr Phe Asp Arg Asp Asp Val Ala 

35 40 45 

Leu Lys Asn Phe Ala Lys Tyr Phe Leu His Gin Ser His Glu Glu Arg 

50 55 60 

Glu His Ala Glu Lys Leu Met Lys Leu Gin Asn Gin Arg Gly Gly Arg 
65 70 75 80 

He Phe Leu Gin Asp He Lys Lys Pro Asp Cys Asp Asp Trp Glu Ser 

85 90 95 

Gly Leu Asn Ala Met Glu Cys Ala Leu His Leu Glu Lys Asn Val Asn 

100 105 HO 

Gin Ser Leu Leu Glu Leu His Lys Leu Ala Thr Asp Lys Asn Asp Pro 
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115 120 125 

His Leu Cys Asp Phe He Glu Thr His Tyr Leu Asn Glu Gin Val Lys 

130 135 140 

Ala He Lys Glu Leu Gly Asp His Val Thr Asn Leu Arg Lys Met Gly 
145 150 155 160 

Ala Pro Glu Ser Gly Leu Ala Glu Tyr Leu Phe Asp Lys His Thr Leu 

165 170 175 

Gly Asp Ser Asp Asn Glu Ser 
180 

<210> 109 
<211> 3460 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (256).. (1857) 
<400> 109 

ccctaccgcc cccaattccg ccctgccccc gccgcggcgg cgctagccgc cactgaggga 60 
ccgaccctat aaaggccgct ccgcgagggg tgcgcagcat tcggcagagg gcgcttcgac 120 
gggctgggct gtgcgcctgc gcagtgtggg tcgctcccga ttccctgccc cggccggccc 180 
cgcctcggct ccgcaccctc gccccgctct cagccgccgc tctgccccgc agcagccagc 240 
cccgtgtccg gcagt atg ttc age tgg gtc age aag gat gec cgc cgc aag 291 
Met Phe Ser Trp Val Ser Lys Asp Ala Arg Arg Lys 
1 5 10 

aag gag ccg gag etc ttc cag acg gtg gec gag ggg ctg egg cag ctg 339 
Lys Glu Pro Glu Leu Phe Gin Thr Val Ala Glu Gly Leu Arg Gin Leu 
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1 5 20 25 

tac gcg cag aag ctg eta ccc ctg gag gag cac tac cgc ttc cac gag 387 
Tyr Ala Gin Lys Leu Leu Pro Leu Glu Glu His Tyr Arg Phe His Glu 

30 35 40 

ttc cac teg ccc gcr ctg gag gae get gae ttc gac aac aag cct atg 435 
Phe His Ser Pro Xaa Leu Glu Asp Ala Asp Phe Asp Asn Lys Pro Met 
45 50 55 60 

gtg etc etc gtg rgg cag tac age acg ggc aag acc acc ttc ate cga 483 
Val Leu Leu Val Xaa Gin Tyr Ser Thr Gly Lys Thr Thr Phe He Arg 

65 70 75 

cac ctg ate gag cag gac ttc ccg ggg atg cgc ate ggg ccc gag ccc 531 
His Leu He Glu Gin Asp Phe Pro Gly Met Arg He Gly Pro Glu Pro 

80 85 90 

acc acc gac tec ttc ate gec gtc atg cac ggc ccc act gag ggc gtg 579 
Thr Thr Asp Ser Phe He Ala Val Met His Gly Pro Thr Glu Gly Val 

95 100 105 

gtg ccg ggc aac gcg etc gtg gtg gac ccg egg cgc ccc ttc cgc aag 627 
Val Pro Gly Asn Ala Leu Val Val Asp Pro Arg Arg Pro Phe Arg Lys 

HO 115 120 

etc aac gcg ttt ggc aac get ttc etc aac agg ttc atg tgt gee cag 675 
Leu Asn Ala Phe Gly Asn Ala Phe Leu Asn Arg Phe Met Cys Ala Gin 
125 130 135 140 

ctg ccc aac ccc gtc ctg gac age ate age ate ate gac acc ccc ggg 723 
Leu Pro Asn Pro Val Leu Asp Ser He Ser He He Asp Thr Pro Gly 

145 150 155 

ate ctg tct gga gag aag cag egg ate age aga ggc tat gac ttt gca 771 
He Leu Ser Gly Glu Lys Gin Arg He Ser Arg Gly Tyr Asp Phe Ala 
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160 165 170 

gcc gtc ctg gag tgg ttc gcg gag cgt gtg gac cgc ate ate ctg etc 819 
Ala Val Leu Glu Trp Phe Ala Glu Arg Val Asp Arg He He Leu Leu 

'1 75 180 185 

ttc gac gee cac aag ctg gac ate tec gat gag ttc teg gaa gtg ate 867 
Phe Asp Ala His Lys Leu Asp He Ser Asp Glu Phe Ser Glu Val He 

190 195 200 

aag get ctg aag aac cat gag gac aag ate cgc gtg gtg ctg aac aag 915 
Lys Ala Leu Lys Asn His Glu Asp Lys He Arg Val Val Leu Asn Lys 
205 210 215 220 

gca gac cag ate gag acg cag cag ctg atg egg gtg tac ggg gcc etc 963 
Ala Asp Gin lie Glu Thr Gin Gin Leu Met Arg Val Tyr Gly Ala Leu 

225 230 235 

atg tgg tec ctg ggc aag ate ate aac ace ccc gag gtg gtc agg gtc 1011 
Met Trp Ser Leu Gly Lys He He Asn Thr Pro Glu Val Val Arg Val 

240 245 250 

tac ate ggc tec ttc tgg tec cac ccg etc etc ate ccc gac aac cgc 1059 
Tyr He Gly Ser Phe Trp Ser His Pro Leu Leu He Pro Asp Asn Arg 

255 260 265 

aag etc ttt gag gcc gag gag cag gac etc ttc aag gac ate cag tea 1107 
Lys Leu Phe Glu Ala Glu Glu Gin Asp Leu Phe Lys Asp lie Gin Ser 

270 275 280 

ctg ccc cga aac gcc gcc etc agg aag etc aat gac ctg ate aag egg 1155 
Leu Pro Arg Asn Ala Ala Leu Arg Lys Leu Asn Asp Leu He Lys Arg 
285 290 295 300 

gca egg ctg gcc aag gtt cac gcc tac ate ate age tec etc aag aaa 1203 
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Ala Arg Leu Ala Lys Val His Ala Tyr He lie Ser Ser Leu Lys Lys 

305 310 315 

gag atg ccc aat gtc ttt ggt aaa gag age aaa aag aaa gag ctg gtg 1251 
Glu Met Pro Asn Val Phe GLyLys Glu Ser Lys Lys Lys Glu Leu Val 

320 325 330 

aac aac ctg gga gag ate tac cag aag att gag cgc gag cac cag ate 1299 
Asn Asn Leu Gly Glu He Tyr Gin Lys He Glu Arg Glu His Gin He 

335 340 345 

tec cct ggg gac ttc ccg age etc cgc aag atg cag gaa etc ctg cag 1347 
Ser Pro Gly Asp Phe Pro Ser Leu Arg Lys Met Gin Glu Leu Leu Gin 

350 355 360 

acc cag gac ttc age aag ttc cag gcg ctg aag ccc aag ctg ctg gac 1395 
Thr Gin Asp Phe Ser Lys Phe Gin Ala Leu Lys Pro Lys Leu Leu Asp 
365 370 375 380 

acg gtg gat gac atg ctg gec aac gac ate gcg egg ctg atg gtg atg 1443 
Thr Val Asp Asp Met Leu Ala Asn Asp He Ala Arg Leu Met Val Met 

385 390 395 

gtg egg cag gag gag tec ctg atg cct tec cag gtg gtc aag ggc ggc 1491 
Val Arg Gin Glu Glu Ser Leu Met Pro Ser Gin Val Val Lys Gly Gly 

400 405 410 

gec ttt gac ggc acc atg aac ggg ccg ttc ggg cac ggc tac ggc gag 1539 
Ala Phe Asp Gly Thr Met Asn Gly Pro Phe Gly His Gly Tyr Gly Glu 

415 420 425 

ggg gec ggc gag ggc ate cac gac gtg gag tgg gtg gtg ggc aag gac 1587 
Gly Ala Gly Glu Gly He His Asp Val Glu Trp Val Val Gly Lys Asp 

430 435 440 

aag ccc acc tac gac gag ate ttc tac acg ctg tec cct gtc aac ggc 1635 
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Lys Pro Thr Tyr Asp Glu He Phe Tyr Thr Leu Ser Pro Val Asn Gly 
445 450 455 460 

aag ate acg ggc gec aac gec aag aag gag atg gtg aag tec aag etc 1683 
Lys lie Thr Gly Ala Asn Ala Lys Lys Glu Met Val Lys Ser Lys Leu 

465 470 475 

ccc aac acc gtg eta ggg aag ate tgg aag ctg gec gac gtg gac aag 1731 
Pro Asn Thr Val Leu Gly Lys He Trp Lys Leu Ala Asp Val Asp Lys 

480 485 490 

gac ggg ctg ctg gac gac gag gag ttc gcg ctg gec aac cac etc ate 1779 
Asp Gly Leu Leu Asp Asp Glu Glu Phe Ala Leu Ala Asn His Leu He 

495 500 505 

aag gtc aag ctg gag ggc cac gag ctg ccc gee gac ctg ccc ccg cac 1827 
Lys Val Lys Leu Glu Gly His Glu Leu Pro Ala Asp Leu Pro Pro His 

510 515 520 

ctg gtg ccg ccc tec aag cgc aga cat gag tgatggcgcc cggccccgca 1877 
Leu Val Pro Pro Ser Lys Arg Arg His Glu 
525 530 

cctgccattt gcacgcccgg cegggaggea gagaeggggg gaggggaagc ctcaccattt 1937 
ctcaaggtcc ataaagactg agcggatgtt tcctcgcctc tcgaaaagga aaaccaccat 1997 
ctttctttta aggctgttcc tgggcctggc gggggaggca ggggtgagag gatggaattg 2057 
tgtgcacaag aactgtggct attttaatat ataaegttag aggctgegtt ctttgtcgcc 2117 
gcctcccctg tgtgccagcc ctgtgtgcac ggcctctgcc ccccggcctt gtgctgtggc 2177 
tggagctgga cagtgcagtg actgcgaccg tgggggagee aggtcgccct tttggcagct 2237 
gctaggctga ggctgcatgg acaggaacac caggcaccct ccgtgtgctt ctgagctgag 2297 
gttgettcac gggaccgtgg cttccttcct cacctggctc tgcctccccc gtgetctegg 2357 
gcgaagtggg ttcttgtgcc ttcccctccc gggcccaggc tccccgtgcg cgggccctgc 2417 
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cctttcctcc cgcgccccac cggctccgac gcgcaacccc gctcagcagt cacagaagca 2477 
gggcccagcc accttggtct ttttttggga gttcagggga gtaggagaat gtcttccaga 2537 
aaaatacata agctagtttc tgttctgtaa agtgatatct ttcatacttg accaaagttc 2597 
ccaataactt cccaaccact gttcaaaagc Igtgattttt gtctcccctt cccaccctcc 2657 
agccaaggag cagccctgcc caggggaatt taggtgtggg tacccgggga gcaccccgtt 2717 
cctggacccc agtgttgcat ttcctggctg aggaagggtg gtcatcccag ctcctgccct 2777 
accctctcac ttaactggag ctttgggacg caccctccac agtgggaggt ggtggtgggg 2837 
tggcggtggc ggggcctcac gacagcttgg tgctggtaag aggaagcccg tggttctggc 2897 
taggctctca tgtccagaca gcggggacca ggggaaaacc cagccccttc tgtaatcccc 2957 
cttcatttcc taccttcctl cctcctctgt ttagcaaagg agggcagctc acttggatgt 3017 
ccttacaacg cccctggccc caggttgagc aataagaaac cagaaccttg cggcccagtg 3077 
gcccgggcca gttcaggccg cctccccctc ctctgcctgg ggccattgag ccccagcctc 3137 
caggggcccg ggtgcgtttg caagccaglg gccactgtcc gggctgtgat ggcaccaagg 3197 
caggtggagc accaggtacc acacagctgg gcttcccacc aggctttccc gcgggggtct 3257 
cagggagctt ctccccagcg ctgctcggag tctgcaggaa ctggccttgt tctccttagc 3317 
ccgtcactcc atacagtatt aggtgaggat ggatgcgggc gctgtccttg ccgggaagtc 3377 
actgttgaag ttgcagtggc ttgttcacac ctgtgggaag agaagtgaag actttctcct 3437 
tgcattaaaa agtctgaact gtg 3460 

<2I0> 110 
<211> 534 
<212> PRT 
<213> Homo sapiens 
<400> 110 

Met Phe Ser Trp Val Ser Lys Asp Ala Arg Arg Lys Lys Glu Pro Glu 

1 5 10 15 

Leu Phe Gin Thr Val Ala Glu Gly Leu Arg Gin Leu Tyr Ala Gin Lys 
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20 25 30 

Leu Leu Pro Leu Glu Glu His Tyr Arg Phe His Glu Phe His Ser Pro 

35 40 45 

Xaa Leu Glu Asp Ala Asp Phe Asp Asn Lys Pro Met Val Leu Leu Val 

50 55 60 

Xaa Gin Tyr Ser Thr Gly Lys Thr Thr Phe He Arg His Leu He Glu 
65 70 75 80 

Gin Asp Phe Pro Gly Met Arg He Gly Pro Glu Pro Thr Thr Asp Ser 

85 90 95 

Phe He Ala Val Met His Gly Pro Thr Glu Gly Val Val Pro Gly Asn 

100 105 110 

Ala Leu Val Val Asp Pro Arg Arg Pro Phe Arg Lys Leu Asn Ala Phe 

115 120 125 

Gly Asn Ala Phe Leu Asn Arg Phe Met Cys Ala Gin Leu Pro Asn Pro 

130 135 140 

Val Leu Asp Ser He Ser He He Asp Thr Pro Gly lie Leu Ser Gly 
145 150 155 160 

Glu Lys Gin Arg He Ser Arg Gly Tyr Asp Phe Ala Ala Val Leu Glu 

165 170 175 

Trp Phe Ala Glu Arg Val Asp Arg He lie Leu Leu Phe Asp Ala His 

180 185 190 

Lys Leu Asp He Ser Asp Glu Phe Ser Glu Val He Lys Ala Leu Lys 

195 200 205 

Asn His Glu Asp Lys He Arg Val Val Leu Asn Lys Ala Asp Gin He 

210 215 220 

Glu Thr Gin Gin Leu Met Arg Val Tyr Gly Ala Leu Met Trp Ser Leu 
225 230 235 240 
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Gly Lys He He Asn Thr Pro Glu Val Val Arg Val Tyr He Gly Ser 
245 250 255 

His Pro Leu Leu He Pro Asp Asn Arg Lys Leu Phc Glu 
260 265 270 

Gin Asp Leu Phe Lys Asp He Gin Ser Leu Pro Arg Asn 

280 285 
Arg Lys Leu Asn Asp Leu He Lys Arg Ala Arg Leu Ala 

295 300 
Ala Tyr He He Ser Ser Leu Lys Lys Glu Met Pro Asn 
310 315 320 

Lys Glu Ser Lys Lys Lys Glu Leu Val Asn Asn Leu Gly 
325 330 335 

Glu He Tyr Gin Lys He Glu Arg Glu His Gin He Ser Pro Gly Asp 

340 345 350 

Phe Pro Ser Leu Arg Lys Met Gin Glu Leu Leu Gin Thr Gin Asp Phe 

355 360 365 

Ser Lys Phe Gin Ala Leu Lys Pro Lys Leu Leu Asp Thr Val Asp Asp 

370 375 380 

Met Leu Ala Asn Asp lie Ala Arg Leu Met Val Met Val Arg Gin Glu 
385 390 395 400 

Glu Ser Leu Mel Pro Ser Gin Val Val Lys Gly Gly Ala Phe Asp Gly 

405 410 415 

Thr Met Asn Gly Pro Phe Gly His Gly Tyr Gly Glu Gly Ala Gly Glu 

420 425 430 

Gly He His Asp Val Glu Trp Val Val Gly Lys Asp Lys Pro Thr Tyr 
435 440 445 



Phe Trp Ser 

Ala Glu Glu 

275 

Ala Ala Leu 

290 

Lys Val His 
305 

Val Phe Gly 
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Asp Glu He Phe Tyr Thr Leu Ser Pro Val Asn Gly Lys He Thr Gly 

450 455 460 

Ala Asn Ala Lys Lys Glu Met Val Lys Ser Lys Leu Pro Asn Thr Val 
465 470 475 480 

Leu Gly Lys He Trp Lys Leu Ala Asp Val Asp Lys Asp Gly Leu Leu 

485 490 495 

Asp Asp Glu Glu Phe Ala Leu Ala Asn His Leu He Lys Val Lys Leu 

500 505 510 

Glu Gly His Glu Leu Pro Ala Asp Leu Pro Pro His Leu Val Pro Pro 

515 520 525 

Ser Lys Arg Arg His Glu 
530 

<210> 111 

<2 1 1 > 1622 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (89).. (724) 

<400> 111 

ggtcggtgtg cttgtgaccc tgcctttgtg tggctgtcac cggtgggact ggcggggact 60 
gtgtgattaa cctccatttc agctaatc atg gga gag att aaa gtc tct cct 112 

Met Gly Glu He Lys Val Ser Pro 
1 5 

gal tat aac tgg ttt aga ggt aca gtt ccc ctt aaa aag att att gtg 160 
Asp Tyr Asn Trp Phe Arg Gly Thr Val Pro Leu Lys Lys He He Val 
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10 15 20 

gat gat gat gac agt aag ata tgg teg etc tat gac gcg ggc ccc cga 208 
Asp Asp Asp Asp Ser Lys He Trp Ser Leu Tyr Asp Ala Gly Pro Arg 
25 30 35 40 

agt ate agg tgt cct etc ata ttc ctg ccc cct gtc agt gga act gca 256 
Ser He Arg Cys Pro Leu He Phe Leu Pro Pro Val Ser Gly Thr Ala 

45 50 55 

gat gtc ttt ttc egg cag att ttg get ctg act gga tgg ggt tac egg 304 
Asp Val Phe Phe Arg Gin He Leu Ala Leu Thr Gly Trp Gly Tyr Arg 

60 65 70 

gtt ate get ttg cag tat cca gtt tat tgg gac cat etc gag ttc tgt 352 
Val He Ala Leu Gin Tyr Pro Val Tyr Trp Asp His Leu Glu Phe Cys 

75 80 85 

gat gga ttc aga aaa ctt tta gac cat tta caa ttg gat aaa gtt cat 400 
Asp Gly Phe Arg Lys Leu Leu Asp His Leu Gin Leu Asp Lys Val His 

90 95 100 

ctt ttt ggc get tct ttg gga ggc ttt ttg gec cag aaa ttt get gaa 448 
Leu Phe Gly Ala Ser Leu Gly Gly Phe Leu Ala Gin Lys Phe Ala Glu 
105 110 115 120 

tac act cac aaa tct cct aga gtc cat tec eta ate etc tgc aat tec 496 
Tyr Thr His Lys Ser Pro Arg Val His Ser Leu lie Leu Cys Asn Ser 

125 130 135 

ttc agt gac acc tct ate ttc aac caa act tgg act gca aac age ttt 544 
Phe Ser Asp Thr Ser He Phe Asn Gin Thr Trp Thr Ala Asn Ser Phe 

140 145 150 

tgg ctg atg cct gca ttt atg etc aaa aaa ata gtt ctt gga aat ttt 592 
Trp Leu Met Pro Ala Phe Met Leu Lys Lys He Val Leu Gly Asn Phe 
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155 160 165 

tea tct ggc ccg gtg gac cct atg atg get gat gee att gat ttc atg 640 

Ser Ser Gly Pro Val Asp Pro Met Met Ala Asp Ala He Asp Phe Met 

170 175 180 

gta gac agg eta gaa agt ttg ggt cag agt gaa ctg get tea aga ett 688 

Val Asp Arg Leu Glu Ser Leu Gly Gin Ser Glu Leu Ala Ser Arg Leu 

185 190 195 200 



ace ttg aaa ttg tea aaa ttc tta tgt gga ace tea taaaattegg 734 
Thr Leu Lys Leu Ser Lys Phe Leu Cys Gly Thr Ser 





205 


210 






ggacatacct 


gtaactat ta 


tggatgtgtt tgatcagagt gcgctttcaa 


ctgaagctaa 


794 


agaagaaatg 


tacaagctgt 


atccctaatg ccccgaagag gctcatctga 


aaacaggagg 


854 


caat t tccca 


tacctgtgca 


gaagtgcaga ggtcaatctt tatgtacaga 


tacatttgtc 


914 


kgcaa t tccw 


kggrggaccm 


aatacgegge ctttgaccca tcaatggtca 


gtgccgagga 


974 


gcttgaggtg 


cagaaaggca 


gecttggcat cagecaggag gagcagtagt 


gtgtctctcg 


1034 


ctgtcaatga 


tgagttgacc 


cggtgtgttc ttgtatagtc agtgggcatc 


agcacccgtt 


1094 


cagccggcct 


tttccttcag 


gttegtcagg ctcaccggtt ctcactgtgt 


ctgggaagta 


1154 


ggactgatgg 


tcatcttcat 


gaeaggegge atctccacta agcctgtgta 


actgttccct 


1214 


ctttggtttt 


cttagctttt 


gaatttgaag aagtactttt gaagactccc 


attttaagaa 


1274 


ccgtgcaaat 


t ttgetacca 


aaagtcttca ccactgtgtt cttaagtgaa 


tgttaatttc 


1334 


tgaggtttgg 


gactttgtgg 


tggttttttt cttcttttct tttccattct 


tctttctttc 


1394 


tttttatgtt 


gtttgctgta 


aatgetgeae atccagattg catatcagga 


cat tggttat 


1454 


tttatgcttt 


cttggatata 


accatgatca gagtgccatg gccactaccc 


cactgt ttgc 


1514 


tctcctgcaa 


ateaactget 


tttaatttac acttaaacaa attgttttga 


gtgttagcta 


1574 


ctgcctttct 


agatattagt 


catttggaat aaaaattcaa tttcactg 




1622 



<210> 112 
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<2 1 1 > 212 
<2I2> PRT 

<213> Homo sapiens 
<400> 112 

Met Gly Glu He Lys Val Ser Pro Asp Tyr Asn Trp Phe Arg Gly Thr 

15 10 15 

Val Pro Leu Lys Lys He He Val Asp Asp Asp Asp Ser Lys He Trp 

20 25 30 

Ser Leu Tyr Asp Ala Gly Pro Arg Ser lie Arg Cys Pro Leu He Phe 

35 40 45 

Leu Pro Pro Val Ser Gly Thr Ala Asp Val Phe Phe Arg Gin He Leu 

50 55 60 

Ala Leu Thr Gly Trp Gly Tyr Arg Val He Ala Leu Gin Tyr Pro Val 
65 70 75 80 

Tyr Trp Asp His Leu Glu Phe Cys Asp Gly Phe Arg Lys Leu Leu Asp 

85 90 95 

His Leu Gin Leu Asp Lys Val His Leu Phe Gly Ala Ser Leu Gly Gly 

100 105 110 

Phe Leu Ala Gin Lys Phe Ala Glu Tyr Thr His Lys Ser Pro Arg Val 

115 120 125 

His Ser Leu He Leu Cys Asn Ser Phe Ser Asp Thr Ser He Phe Asn 

130 135 140 

Gin Thr Trp Thr Ala Asn Ser Phe Trp Leu Met Pro Ala Phe Met Leu 
145 150 155 160 

Lys Lys He Val Leu Gly Asn Phe Ser Ser Gly Pro Val Asp Pro Met 
165 170 175 
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Met Ala Asp Ala lie Asp Phe Mel Val Asp Arg Leu Glu Ser Leu Gly 

180 185 190 

Gin Ser Glu Leu Ala Ser Arg Leu Thr Leu Lys Leu Ser Lys Phe Leu 

195 200 205 

Cys Gly Thr Ser 
210 

<210> 113 
<211> 2391 
<212> DNA 
<213> Homo sapiens 
<220> 
<221> CDS 
<222> (1). . (360) 
<220> 

<221> unsure 
<222> (49) 
<223> g or t 
<220> 

<221> unsure 
<222> (51) 
<223> a or t 
<220> 

<221> unsure 
<222> (54) 
<223> t or c 
<220> 
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<221> unsure 
<222> (55) 
<223> g or t 
<220> 

<221> unsure 
<222> (56) 
<223> g or t 
<220> 

<221> unsure 
<222> (91) 
<223> g or c 
<220> 

<2 2 1 > unsure 
<222> (101) 
<223> t or c 
<220> 

<221> unsure 
<222> (103) 
<223> g or t 
<220> 

<221> unsure 
<222> (325) 
<223> t or c 
<220> 

<221> unsure 
<222> (425) 
<223> g or t 
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<220> 

< 2 2 1 > unsure 
<222> (688) 
<223> g or c 
<220> 

<221> unsure 
<222> (1459) 
<223> g or t 
<220> 

<221> unsure 
<222> (1705) 
<223> g or t 
<400> 113 

gac ccg ttc cat gca gtt gta tac ata gtg ttc atg ctg ggc tec tgt 48 
Asp Pro Phe His Ala Val Val Tyr lie Val Phe Met Leu Gly Ser Cys 

15 10 15 

kcw tty kkc tec aaa acg tgg att gag gtc tea ggt tec tct sec aaa 96 
Xaa Xaa Xaa Ser Lys Thr Trp He Glu Val Ser Gly Ser Ser Xaa Lys 

20 25 30 

gat gyt kca aag cag ctg aag gag cag cag atg gtg atg aga ggc cac 144 
Asp Xaa Xaa Lys Gin Leu Lys Glu Gin Gin Met Val Met Arg Gly His 

35 40 45 

cga gag acc tec atg gtc cat gaa etc aac egg tac ate ccc aca gec 192 
Arg Glu Thr Ser Met Val His Glu Leu Asn Arg Tyr He Pro Thr Ala 

50 55 60 

gcg gec ttt ggt ggg ctg tgc ate ggg gec etc teg gtc ctg get gac 240 
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Ala Ala Phe Gly Gly Leu Cys He Gly Ala Leu Ser Val Leu Ala Asp 
65 70 75 80 

ttc eta ggc gec att ggg tct gga acc ggg ate ctg etc gca gtc aca 288 
Phe Leu Gly Ala He Gly Ser Gly Thr Gly He Leu Leu Ala Val Thr 

85 90 95 

ate ate tac cag tac ttt gag ate ttc gtt aag gag yaa age gag gtt 336 
He He Tyr Gin Tyr Phe Glu He Phe Val Lys Glu Xaa Ser Glu Val 

100 105 110 

ggc age atg ggg gee ctg etc ttc tgagcccgtc tcccggacag gttgaggaag 390 
Gly Ser Met Gly Ala Leu Leu Phe 
115 120 
ctgctccaga agcgcctcgg aaggggagct ctcakcatgg cgcgtgctgc tgeggcatat 450 
ggacttttaa taatgtgttt tgaatttcgt attctttcat tccactgtgt aaagtgctag 510 
acattttcca atttaaaatt ttgettttta tcctggcact ggcaaaaaga actgtgaaag 570 
tgaaatttta ttcagccgac tgccagagaa gtgggaatgg tataggattg tccccaagtg 630 
tccatgtaac ttttgtttta acctttgcac cttctcagtg ctgtatgcgg ctgcagcstc 690 
ctcacctgtt tccccacaaa gggaatttct cactctggtt ggaagcacaa acacctggaa 750 
atgtctacgt ttcattttgg caagtarggt gtgaagcctg ggagcagatc atgtatttcc 810 
eggagaegtg ggaccttget ggcatgtctc cttcacaatc aggcgtggga atatctggct 870 
taggactgtt tctctctaag acaccattgt tttcccttat tttaaaagtg atttttttaa 930 
ggacagaact tcttccaaaa gagagggatg gctttcccag aagacactcc tggccatctg 990 
tggatttgtc tgtgcaccta ttggctcttc tagctgactc ttctggttgg gcttagagtc 1050 
tgcctgtttc tgctagctcc gtgtttagtc cacttgggtc atcagctctg ccaagctgag 1110 
cctggccaag ctaggtggac agacccttgc agtgatgtcc gtttgtccag attctgecag 1170 
tcatcactgg acacgtctcc teggcagctg ccctagcaag gggagacatt gtggtagcta 1230 
tcagacatgg acagaaactg acttagtget cacaagcccc tacacctttc tgggctgaag 1290 
atcacccagc tgtgttcaga attttcttac tgtgcttagg actgcacgca agtragcaga 1350 
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caccaccgac ttcctttctg cgtcaccagt gtcgtcagca gagagaggac agcacaggct 1410 
caaggttggt agtgaagtca ggttcggggt gcatgggctg tggtggtgkt gatcagttgc 1470 
tccagtgttt gaaataagaa gactcatgtt tatgtctgga ataagttctg tttgtgctga 1530 
caggtggcct aggtcctgga gatgagcacc ctctctctgg cctttaggga gtcccctctt 1590 
aggacaggca ctgcccagca gcaagggcag cagagttggg tgctaagatc ctgaggagct 1650 
cgaggtttcg agctggcttt agacattggt gggaccaagg atgttttgca ggatkccctg 1710 
atcctaagaa gggggcctgg gggtgcgtgc agcctgtcgg ggagacccca ctctgacagt 1770 
gggcacacgg cagcctgcaa agcacagggc caccgccaca gcccggcaga ggggcacact 1830 
ctggagacct tgctggcagt gctagccagg aaacagagtg accaagggac aagaagggac 1890 
ttgcctaaag ccacccagca actcagcagc agaaccaaga tgggccccag gctcctccat 1950 
atggcccagg gcttaccacc ctatcacacg tggcctttgt cctagaccca gtcctgagca 2010 
ggggagaggc tcttgagacc tgatgccctc ctacccacat ggttctccca ctgccctgtc 2070 
tgctctgctg ctacagaggg gcagggcctc ccccagccca cgcttaggaa tgcttggcct 2130 
ctggcaggca ggcagctgta cccaagctgg tgggcagggg gctggaaggc accaggcctc 2190 
aggaggagcc ccatagtccc gcctgcagcc tgtaaccatc ggctgggccc tgcaaggccc 2250 
acactcacgc cctgtgggtg atggtcacgg tgggtgggtg ggggctgacc ccagcttcca 2310 
ggggactgtc actgtggacg ccaaaatggc ataactgaga taaggtgaat aagtgacaaa 2370 
taaagccagt tttttacaag g 2391 

<210> 114 
<211> 120 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> unsure 
<222> (17) 
<223> unknown 
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<220> 




<221> 


unsure 


<222> 


(18) 


<223> 


unknown 


<220> 




<221> 


unsure 


<222> 


(19) 


<223> 


unknown 


<220> 




<221> 


unsure 


<222> 


(31) 


<223> 


unknown 


<220> 




<221> 


unsure 


<222> 


(109) 


<223> 


unknown 


<400> 


114 



Asp Pro Phe His Ala Val Val Tyr He Val Phe Met Leu Gly Ser Cys 

15 10 15 

Xaa Xaa Xaa Ser Lys Thr Trp He Glu Val Ser Gly Ser Ser Xaa Lys 

20 25 30 

Asp Xaa Xaa Lys Gin Leu Lys Glu Gin Gin Met Val Met Arg Gly His 

35 40 45 

Arg Glu Thr Ser Met Val His Glu Leu Asn Arg Tyr He Pro Thr Ala 

50 55 60 

Ala Ala Phe Gly Gly Leu Cys He Gly Ala Leu Ser Val Leu Ala Asp 
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65 70 75 80 

Phe Leu Gly Ala He Gly Ser Gly Thr Gly He Leu Leu Ala Va I Thr 

85 90 95 

He He Tyr Gin Tyr Phe Glu He Phe Val Lys Glu Xaa Ser Glu Va I 

100 105 110 

Gly Ser Met Gly Ala Leu Leu Phe 
115 120 



<210> 115 








<211> 599 








<212> DNA 








<213> Homo 


sapiens 






<400> 115 








gggtatggaa 


Uggctgagg atcaaacgta 


tgtaggtgaa aggataccag gatgttgcta 


60 


aaggtgaggg 


acagtttggg tttgggactt 


accggggtga tgttagatct ggaaccccca 


120 


agtgaggctg 


gagggagt ta aggtcagtat 


ggaagatagg gttgggacag ggtgctttgg 


180 


aatgaaagag 


tgaccttaga gggctccttg 


ggcctcagga atgctcctgc tgctgtgaag 


240 


atgagaaggt 


gctcttactc agttaatgat 


gagtgactat atttaccaaa gcccctacct 


300 


gctgctgggt 


cccttgtagc acaggagact 


tgggctaagg gcccctccca gggaagggac 


360 


accatcaggc 


ctctggctga ggcagtagca 


tagaggatcc atttctacct gcatttccca 


420 


gaggactagc 


aggaggcagc cttgagaaac 


cggcagttcc caaagccagc gcctggctgl 


480 


tctctcat tg 


tcactgccct ctccccaacc 


tctcctctaa cccactagag attgcctgtg 


540 


tcctgcctct 


tgcctcttgt agaatgcagc 


tctggccctc aataaatgct tcctgcatt 


599 



<210> 116 
<211> 364 
<212> DNA 

<2 1 3 > Homo sapiens 
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<220> 

<221> unsure 
<222> (134) 
<223> a, c, g or t 
<220> 

<221> unsure 

<222> (135) 

<223> a, c, g or t 

<220> 

<221> unsure 
<222> (179) 
<223> g or a 
<400> 116 

ttcgatcaca tagttcctca ttcccaccga agtgcatgaa atggcagtag aaalcaclat 60 
acagtgcttc caggggtgca ttggtgggaa tgagaatagt gatgaagtag aaatgtctgc 120 
cacagttcca gganngggta ggtagcagtg tgtgtgttat gtgccactga ccctgaaara 180 
tgtgccatag cccaagccaa ttgaaattga tcagggggcc aggcatggtg gctcatgcct 240 
gtaatcccag caccttggga agctgaggtg ggaggattgc ttgaaaccag gagttcaaga 300 
ccagcctgtg caacatagca aaaccccatc tctacaaaga ttaaaaataa aaaattagct 360 
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gggc 364 



<210> 


117 


<211> 


852 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


(26). . (217) 


<220> 




<221> 


unsure 


<222> 


(37) 


<223> 


a, c, g or t 


<400> 


117 



gttcagtttc aagtttacaa gaggc atg gat gga gtn gtg acg ttc ttg aca 52 

Met Asp Gly Xaa Val Thr Phe Leu Thr 
1 5 

age tgg get aac ctt tec cga act tgt ttc ccg gag gca agg tgc teg 100 
Ser Trp Ala Asn Leu Ser Arg Thr Cys Phe Pro Glu Ala Arg Cys Ser 
10 15 20 25 

gtg acc cag cgc ate tta ace ttg ggt etc eta ggc teg agg eta ggg 148 
Val Thr Gin Arg He Leu Thr Leu Gly Leu Leu Gly Ser Arg Leu Gly 

30 35 40 

cat tac gtt teg tgg aac caa age age caa ttg cat age aag tat ttt 196 
His Tyr Val Ser Trp Asn Gin Ser Ser Gin Leu His Ser Lys Tyr Phe 

45 50 55 

cct gca ttc caa tta aat get taagaaaaag cagcatccta taaaattgtg 247 
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Pro Ala Phe Gin Leu Asn Ala 



60 



a tea laaaca 


tccat t tccc 


tcagcttttg tgagtgcctt 


gact tacagc 


caacatcact 307 


gt t taactca 


gtctgtttaa 


aaacaaactt ttctggtggt 


tgataacaga gagttgetec 367 


ctgagccatc 


agggtcctgg 


gagctggaag tgaaagggtt 


attaacattc 


tacctttatg 427 


cagctgttgg 


ctgaccagaa 


taaactccct gctgagttca agctttgaat 


K£aatKRatR 487 


caaatgatgt 


tgtttccat t 


agagcaggtg ctcacagcat 


tctgattggc 


ftga^rasar 547 


cgaggctatg 


gctgttggga 


caagcttagc atcctggaca 


tcttgtcaaa 


gaacctcact 607 


cacccctctg 


gcctctacag 


ccctcagagg agagaaaacc 


aat tctccaa 


caaacaggtc 667 


tctccaacat 


ggtggtgctg 


gcaggcttag gtttagaaaa 


tcctgactgt 


taaaggcgtt 727 


tgaatacatc 


acattcctat 


gcaaatgttt ttaatctcca 


gtttaatgta 


gtttattttt 787 


cctatatgta 


aagtattttt 


ataeggcttg tatcatgata glttagcaat 


aaaacagttg 847 


gaagc 








852 



<210> 118 
<211> 64 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> unsure 
<222> (4) 
<223> unknown 
<400> 118 

Met Asp Gly Xaa Val Thr Phe Leu Thr Ser Trp Ala Asn Leu Ser Arg 



Thr Cys Phe Pro Glu Ala Arg Cys Ser Val Thr Gin Arg He Leu Thr 



5 



10 



15 



20 



25 



30 
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Leu Gly Leu Leu Gly Ser Arg Leu Gly His Tyr Val Ser Trp Asn Gin 

35 40 45 

Ser Ser Gin Leu His Ser Lys Tyr Phe Pro Ala Phe Gin Leu Asn Ala 

50 55 60 



<210> 


119 


<211> 


1156 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


(524).. (1 105) 


<220> 




<221> 


unsure 


<222> 


(10) 


<223> 


a or t 


<400> 


119 



eggcaactgw gaggaagcaa 


agggaaaaaa 


actccattaa aaagcccagc tttcctccat 


60 


gttagatgtg acttggaaaa 


tgagaaagat 


ttagcaaaat tccaccgtat ettttgecag 


120 


gctagagaca gggagagcag agtaaaaccc 


teaggctget gaaatttcta ggctgttagg 


180 


aagcccctcg aattctgtga 


aaatgagggt 


ttcttaactc acactgagag eggaaagggg 


240 


cagaccct 1 1 tcataactcc 


ctcaagtgtg 


tgttaccttt ctttaccagc atggtaagca 


300 


acaggacata tcccagcctc 


ggacatgtct 


gtatgatcca aggtacccaa agtcagacag 


360 


agtaaactca agcctggcac 


tggctttctg 


ccgcttcatg tgctttggaa aaagcaggag 


420 


aagcaatagc agcaggagtc 


cccagcagct 


ggagccgcaa gaatgaactg caaagaggga 


480 


actgacagca getgeggctg cagggggcaa 


cgacgagaag aag atg ttg aag tgt 


535 






Met Leu Lys Cys 
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1 

gtg gtg gtg ggg gac ggt gcc gtg ggg aaa acc tgc ctg ctg atg age 583 
Val Val Val Gly Asp Gly Ala Val Gly Lys Thr Cys Leu Leu Met Ser 
5 10 15 20 

tac gcc aac gac gcc tic cca gag gaa tac gtg ccc act gtg ttt gac 631 
Tyr Ala Asn Asp Ala Phe Pro Glu Glu Tyr Val Pro Thr Val Phe Asp 

25 30 35 

cac tat gca gtl act gtg act gtg gga ggc aag caa cac ttg etc gga 679 
His Tyr Ala Val Thr Val Thr Val Gly Gly Lys Gin His Leu Leu Gly 

40 45 50 

ctg tat gac acc gcg gga cag gag gac tac aac cag ctg agg cca etc 727 
Leu Tyr Asp Thr Ala Gly Gin Glu Asp Tyr Asn Gin Leu Arg Pro Leu 

55 60 65 

tec tac ccc aac acg gat gtg ttt ttg ate tgc ttc tct gtc gta aac 775 
Ser Tyr Pro Asn Thr Asp Val Phe Leu He Cys Phe Ser Val Val Asn 

70 75 80 

cct gcc tct tac cac aat gtc cag gag gaa tgg gtc ccc gag etc aag 823 
Pro Ala Ser Tyr His Asn Val Gin Glu Glu Trp Val Pro Glu Leu Lys 
85 90 95 100 

gac tgc atg cct cac gtg cct tat gtc etc ata ggg acc cag att gat 871 
Asp Cys Met Pro His Val Pro Tyr Val Leu He Gly Thr Gin He Asp 

105 110 115 

etc cgt gat gac cca aaa acc ttg gcc cgt ttg ctg tat atg aaa gag 919 
Leu Arg Asp Asp Pro Lys Thr Leu Ala Arg Leu Leu Tyr Met Lys Glu 

120 125 130 

aaa cct etc act tac gag cat ggt gtg aag etc gca aaa gcg ate gga 967 
Lys Pro Leu Thr Tyr Glu His Gly Val Lys Leu Ala Lys Ala He Gly 
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135 140 145 

gca cag tgc tac ttg gaa tgt tea get ctg act cag aaa ggt etc aaa 1015 
Ala Gin Cys Tyr Leu Glu Cys Ser Ala Leu Thr Gin Lys Gly Leu Lys 

150 155 160 

gcg gtt ttt gat gaa gca ate etc acc att ttc cac ccc aag aaa aag 1063 
Ala Val Phe Asp Glu Ala lie Leu Thr He Phe His Pro Lys Lys Lys 
165 170 175 180 

aag aaa cgc tgt let gag ggt cac age tgc tgt tea att ate 1105 
Lys Lys Arg Cys Ser Glu Gly His Ser Cys Cys Ser He lie 

185 190 
tgaggttgtc tgggacctgc ctccacccca tccagggatg agaatggcag c 1156 

<210> 120 
<211> 194 
<212> PRT 

<213> Homo sapiens 
<400> 120 

Met Leu Lys Cys Val Val Val Gly Asp Gly Ala Val Gly Lys Thr Cys 

15 10 15 

Leu Leu Met Ser Tyr Ala Asn Asp Ala Phe Pro Glu Glu Tyr Val Pro 

20 25 30 

Thr Val Phe Asp His Tyr Ala Val Thr Val Thr Val Gly Gly Lys Gin 

35 40 45 

His Leu Leu Gly Leu Tyr Asp Thr Ala Gly Gin Glu Asp Tyr Asn Gin 

50 55 60 

Leu Arg Pro Leu Ser Tyr Pro Asn Thr Asp Val Phe Leu He Cys Phe 
65 70 75 80 
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Ser Val Val Asn Pro Ala Ser Tyr His Asn Val Gin Glu Glu Trp Val 

85 90 95 

Pro Glu Leu Lys Asp Cys Met Pro His Val Pro Tyr Val Leu He Gly 

100 105 110 

Thr Gin He Asp Leu Arg Asp Asp Pro Lys Thr Leu Ala Arg Leu Leu 

115 120 125 

Tyr Met Lys Glu Lys Pro Leu Thr Tyr Glu His Gly Val Lys Leu Ala 

130 135 140 

Lys Ala lie Gly Ala Gin Cys Tyr Leu Glu Cys Ser Ala Leu Thr Gin 
145 150 155 160 

Lys Gly Leu Lys Ala Val Phe Asp Glu Ala He Leu Thr lie Phe His 

165 170 175 

Pro Lys Lys Lys Lys Lys Arg Cys Ser Glu Gly His Ser Cys Cys Ser 
180 185 190 

He He 

<210> 121 
<211> 1732 
<212> DNA 
<213> Homo sapiens 
<220> 
<221> CDS 
<222> (2).. (259) 
<220> 

<221> unsure 
<222> (28) 
<223> a, c, g or t 
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<220> 

<2 2 1 > unsure 
<222> (388) 
<223> g or a 
<220> 

<221> unsure 
<222> (631) 
<223> a or t 
<220> 

<221> unsure 
<222> (637) 
<223> g or a 
<220> 

<221> unsure 
<222> (638) 
<223> g or a 
<220> 

<221> unsure 
<222> (639) 
<223> g or a 
<400> 121 

g gac att gag tec aag gag cag gtg cgn acc etc acg ggc cac gtg ggc 49 
Asp lie Glu Ser Lys Glu Gin Val Xaa Thr Leu Thr Gly His Val Gly 
15 10 15 

acc gtg tat gec ctg gcg gtc ate teg acg cca gac cag acc aaa gtc 97 
Thr Val Tyr Ala Leu Ala Val He Ser Thr Pro Asp Gin Thr Lys Val 
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20 25 30 

ttc agt gca tec tac gac egg tec etc agg gtc tgg agt atg gac aac 145 

Phe Ser Ala Scr Tyr Asp Arg Ser Leu Arg Val Trp Ser Met Asp Asn 

35 40 45 

atg ate tgc acg cag ace ctg ctg cgt cac cag ggc agt gtc ace gcg 193 

Met He Cys Thr Gin Thr Leu Leu Arg His Gin Gly Ser Val Thr Ala 

50 55 60 

ctg get gtg tec egg ggc cga etc ttc tea ggg get gtg gat age act 241 

Leu Ala Val Ser Arg Gly Arg Leu Phe Ser Gly Ala Val Asp Ser Thr 

65 70 75 80 

gtg aag gtt tgg act tgc taacaggatc caggccaggc tgtggtttcc 289 

Val Lys Val Trp Thr Cys 
85 



cctgaaccag ccctggacct 


t tc tgageca 


ggctggccac 


atggggtggt 


ctcggggttt 


349 


ctgcctgccc cgtgggcata 


ggtggacagg 


ctctggcarg 


ccggcagtgc 


cctccccgtc 


409 


ccatgctcgg cgagcctccc 


tctactcggc 


actgtccttg 


ctgcccagcc 


cctctctggg 


469 


tgecaggtae gacgcttgcc 


ccggcccacc 


ctccatcccc 


accctccatc 


cccaccctag 


529 


atggagcgag ggecttttta 


ctcacctttt 


ctaccgtttt 


tagactgtat 


gtagatttgg 


589 


ttacctcctg gttgaaataa 


atgctccaca 


gactgtgaaa 


awaaaaarrr 


acaamtcctc 


649 


gggacaaggg ggctgtgtgt 


ggecttgagg 


ttggtgtgca 


caggcactgg 


ctgctgtgag 


709 


tgggggggca tggggcagtt 


tcctttggtg 


gaccccagga 


cttcggccca 


ctccggggct 


769 


cccctccctg ctaggaggca 


actcgtcaca 


cccaagctgc 


tggcctccag 


tcccatctcc 


829 


cccaacacat gtgcccccaa 


aaagtgagcc 


aggcacctct 


gtttcctget 


gtttat tgac 


889 


agecgaegga gcgccttgcc 


cagacctccc 


ctgcccacct 


gctggagccc 


agcctgtgcc 


949 


gccctctgag gagaggectg 


gggggacagc 


tgggcacgtc 


cactcgcagg 


gaaacacggg 


1009 


gtgagacagc aggaaggggc 


cctgcacgcc 


gggacgccac 


ctccgccagc 


cgcctccacc 


1069 


cgccccacac cacaatcgct 


ggttttcggc 


attttttaaa 


tttttttttt 


aagaaacgtc 


1129 
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aaagttgtgc 


ccaacactgt 


ggatcagcaa 


acacgataga ggagaccagt cagtacttct 


1189 


tggagggggc 


aggaggagag 


aggaaaaggg 


agggegagaa 


tgaccacaca acacagcctt 


1249 


ggaccatgag 


cagaagcgtc cgtgggaact 


ccactggggt 


ggatgggctg cctgcacagc 


1309 


ccctggagag 


ggggccaggc 


acaccctcag agggagctgc 


aagcccgtgg cctggcctgc 


1369 


tacatgccct 


get tecaegt 


ggctgccacg ctgacacacc cacattcacc aaacccaccc 


1429 


gcgccctggg 


acgcagccac 


gecaggagga 


ggacacggcc 


gecgagagea aggcacaacc 


1489 


tcgagttctt 


ggggegcaga 


gaact tagga 


gagaagcacg 


gaggagcccc eggcagagea 


1549 


cccgcccccg 


ggccccagcc 


t tccacctgt 


gctagcagcc 


tggggcctcc actctggccg 


1609 


gaggaaggac 


cgcaggcaga 


cagcctgggc 


ctctaacagc 


1 1 ttgtccgg agctagactt 


1669 


cgtgtccttt 


cagt tggtaa 


atggtt ttct 


atagaatcaa 


taatatttct ttctttaaat 


1729 


ata 










1732 



<210> 122 

<211> 86 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> unsure 
<222> (9) 
<223> unknown 
<400> 122 

Asp He Glu Ser Lys Glu Gin Val Xaa Thr Leu Thr Gly His Val Gly 

15 10 15 

Thr Val Tyr Ala Leu Ala Val He Ser Thr Pro Asp Gin Thr Lys Val 



Phe Ser Ala Ser Tyr Asp Arg Ser Leu Arg Val Trp Ser Met Asp Asn 



20 



25 



30 



35 



40 



45 
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Met He Cys Thr Gin Thr Leu Leu Arg His Gin Gly Ser Val Thr Ala 

50 55 60 

Leu Ala Val Ser Arg Gly Arg Leu Phe Ser Gly Ala Val Asp Ser Thr 
65 70 75 80 

Val Lys Val Trp Thr Cys 
85 

<210> 123 
<211> 603 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (168).. (350) 

<220> 

<221> unsure 
<222> (343) 
<223> g or a 
<220> 

<221> unsure 
<222> (422) 
<223> t or c 
<220> 

<221> unsure 
<222> (457) 
<223> g or c 
<400> 123 
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gttctttccc ccaccctgcc acaccctggg agaaaaaact agactttggc ttcagaaagc 60 
acagatgtga cccaggctta ctaaagagac aactccacag ccctgggaac acactcttga 120 
gccaaacttg gttgaagact aggtcttccc tggcaagttc cggaaga atg gac tta 176 

Met Asp Leu 
1 

ate aac tct tct cac tgc caa ggc caa cag cat ctg agg 224 
He Asn Ser Ser His Cys Gin Gly Gin Gin His Leu Arg 

10 15 
ttg gga gta cct get ttc ttg cct cct gga gga tat ttt 272 
Leu Gly Val Pro Ala Phe Leu Pro Pro Gly Gly Tyr Phe 
25 30 35 

ggc ttc atg gee cct etc ttc cct gtt aca cat tgc tgt 320 
Gly Phe Met Ala Pro Leu Phe Pro Val Thr His Cys Cys 

40 45 50 

cct ttg cag ctg era cct agt tgaatccaca taggsttcct 370 
Pro Leu Gin Leu Xaa Pro Ser 
55 60 
tccacacggt gggaaggatc ttgctgcttt cactcacagg accagggagt tyttcaatca 430 
ggaggtgggt ttttgttccc ttcaggsctt tggcaacatc tagagacagt tttgattgee 490 
aegectggag tgggatgtgt gtgctactgg catctagtgg ctgetaaaca tcctacactg 550 
cataggatag tccccactac ccccagccaa gaattatctg actccagggg tea 603 

<210> 124 

<211> 61 

<212> PRT 

<213> Homo sapiens 

<220> 

427/527 



ctg act ttt 
Leu Thr Phe 

5 

tat age ttt 
Tyr Ser Phe 
20 

ctg tec tgg 
Leu Ser Trp 

get tea gag 
Ala Ser Glu 
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<2 2 1 > unsure 
<222> (59) 
<223> unknown 
<400> 124 

Met Asp Leu Leu Thr Phe He Asn Ser Ser His Cys Gin Gly Gin Gin 

15 10 15 

His Leu Arg Tyr Ser Phe Leu Gly Val Pro Ala Phe Leu Pro Pro Gly 

20 25 30 

Gly Tyr Phe Leu Ser Trp Gly Phe Met Ala Pro Leu Phe Pro Val Thr 

35 40 45 

His Cys Cys Ala Ser Glu Pro Leu Gin Leu Xaa Pro Ser 
50 55 60 

<210> 125 

<211> 1289 

<212> DNA 

<2I3> Homo sapiens 

<220> 

<221> CDS 

<222> (775).. (1017) 
<220> 

<221> unsure 
<222> (200) 
<223> g or a 
<400> 125 

tatgcgagcc aatattgaga gaggaatttt gctgaggttt tctctgaggt ttttttgatg 60 
ctttatagga aactattttt taaaaaaagc catttcccac ccaaggacac agtggatgtg 120 
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ttttccctga ctccagcagg gcaaggaatg taaccgagag gttgtgtggg ctgggctctg 180 
gtgccctctt ccctggcccr gaacacctct cctcctgatt cccttggcac cttgtctttc 240 
tgtctgttta cctgtctccc tgcctgccca tctgcatctt ttgcagccca ctctgacttc 300 
catctggggg ctgagaccac ccttgcctgc ccccttctlt ctgccttaag aatgtccttt 360 
taggctgggc atggttgtca cgcctgtaac cccagcactt tgggaggcgg agacgggcag 420 
ataacctgag gtcaggattt cgagaccaac ctgacctaca tggagaaact ccgcctctag 480 
taaaaataca aaattagccg ggcatggtgg tgcacgcctc taatcccagc tactcgggag 540 
gctgaggcag gagaatcact tgaacccggg aagtggaggt tgcagtgagc caagagtaca 600 
ccactgcact ccagcctggg caacagagcg agactccgtc ttaaaaaaaa aaaaaaaaag 660 
aacgcccttt tactgtcctc atcatcccag tttgaggcag tgctggagtg gggaaggccg 720 
tcttagacca tagaggttgg aagacgctga gagatcatcc agcccagccc cttg atg 777 

Met 
1 

tta cag age aga aga cag atg ccc aaa cag gag aag gca ctt gec cac 825 
Leu Gin Ser Arg Arg Gin Met Pro Lys Gin Glu Lys Ala Leu Ala His 

5 10 15 

ggt cat acg gca ggt tgc cac aaa acc aag atg gca gec ctt cct cag 873 
Gly His Thr Ala Gly Cys His Lys Thr Lys Met Ala Ala Leu Pro Gin 

20 25 30 

cgt gec tea ctg cca etc cca gag cca ggg age ccc ata aaa ccc aca 921 
Arg Ala Ser Leu Pro Leu Pro Glu Pro Gly Ser Pro He Lys Pro Thr 

35 40 45 

tea tgt ctt aag agt ata tct ggc tec ttg acc age aat egg ccc tgg 969 
Ser Cys Leu Lys Ser lie Ser Gly Ser Leu Thr Ser Asn Arg Pro Trp 
50 55 60 65 

gag cca cca ggt ggg aaa age gee tct gec aga gtc cag gee ttg gga 1017 
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Glu Pro Pro Gly Gly Lys Ser Ala Ser Ala Arg Val Gin Ala Leu Gly 
70 75 so 

tgacagacag cttgcccgca caclcgggcc ccactcaagg atgtagggcc ttttctggcc 1077 
cctgacccct ccctgggcat tgggagcgtg gggacggggc tggccttggg aggagcggca 1137 
ggggcatcac ctccttctgc tgcttctccc tgctcctacc ctcaagggcc tgggggctgc 1197 
ccagctgcct ctatgccctt ctgggggtct cagcccactg ctgacacttc tgcaatccag 1257 
agaaacacta aataaagcaa tacgtgtttg cc 1289 

<210> 126 

<211> 81 

<2I2> PRT 

<2 I 3> Homo sapiens 

<400> 126 

Met Leu Gin Ser Arg Arg Gin Met Pro Lys Gin Glu Lys Ala Leu Ala 

1 5 10 is 

His Gly His Thr Ala Gly Cys His Lys Thr Lys Met Ala Ala Leu Pro 

20 25 30 

Gin Arg Ala Ser Leu Pro Leu Pro Glu Pro Gly Ser Pro He Lys Pro 

35 40 45 

Thr Ser Cys Leu Lys Ser He Ser Gly Ser Leu Thr Ser Asn Arg Pro 

50 55 60 

Trp Glu Pro Pro Gly Gly Lys Ser Ala Ser Ala Arg Val Gin Ala Leu 

65 70 75 80 

Gly 

<210> 127 
<211> 1085 
<212> DNA 
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<213> Homo sapiens 

<220> 

<22 1 > CDS 

<222> (734).. (886) 

<220> 

<221> unsure 
<222> (276) 
<223> g or t 
<400> 127 

ttttgagaca gagttttgct ctcattgccc aggctggagt gcggtggtgc tatttcagct 60 
caccacaacc tctgcctcct gggttcaagc gattctcctg ccttagcctc ccgaatagcl 120 
ggaattacag gcacgcacca ccatgcctga ctaattttgt atttttagta gacatggggt 180 
ttctccatgt tggtcaggct ggtctcaaac tcccaccttc aggtgatccg cccacctcgg 240 
cctcctgagg tggctgagat tacaggcgtg caactkgtgc cagcttgcta attttcacag 300 
aagttgatgg caattcttca catgtaaaca gtgccagtgc acagaacctt tatatatttt 360 
ttgaagccag tactgtgctc tgcatataac aaagctgctt caaggatgag acctttttct 420 
aaaagcatgt aatgtgagaa gccggcctgc cttattttct tttttctttt ttaatgatta 480 
aaaatagttt gtggcaaggc acggtggctc aggcctgtaa ttctagcact ttgggaggcc 540 
gaggcaggag gattacttga gcctacaagt ttgatgggcc agcatgcaca gcatagcaag 600 
actgcatctc tacagagagt aaaaaaaatt acccgagtgt ggtgatgtgc atctgtaatc 660 
tcagctactt gggaggctga ggtgagagga tcacttgagc ttgggtgagg tgaggctgca 720 
gtgagtcctg ate atg ctg ctg cac tea ate ttg gac aac aga gca aga 769 
Met Leu Leu His Ser He Leu Asp Asn Arg Ala Arg 
1 5 10 

ccc tgt etc aaa aaa aaa aaa aat ata tat ata tat ata tat tat ttt 817 
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Pro Cys Leu Lys Lys Lys Lys Asn He Tyr He Tyr He Tyr Tyr Phe 

15 20 25 

tat gag gtg aag tgc ate aaa ctt ggg aaa gat ttg agg agg ctg gga 865 
Tyr Glu Val Lys Cys lie Lys Leu Gly Lys Asp Leu Arg Arg Leu Gly 

30 35 40 

acc tec tgg aaa acc act cct tgaagaaaga tatgagagac atttagaagt 916 
Thr Ser Trp Lys Thr Thr Pro 
45 50 

gattcctget ttcagaagga ggtggattca aatacatcaa aagtcccttc etctgetaag 976 
tgtttatagt tcaatgaata atttcaatat ttgtatgtgt tcttgtcatt ttattttttt 1036 
ctgaaaaact tccaaaaatt tgaaaataaa attacagcel tttcttctt 1085 

<2I0> 128 
<211> 51 
<212> PRT 

<213> Homo sapiens 
<400> 128 

Met Leu Leu His Ser He Leu Asp Asn Arg Ala Arg Pro Cys Leu Lys 

15 10 15 

Lys Lys Lys Asn He Tyr lie Tyr He Tyr Tyr Phe Tyr Glu Val Lys 

20 25 30 

Cys lie Lys Leu Gly Lys Asp Leu Arg Arg Leu Gly Thr Ser Trp Lys 

35 40 45 

Thr Thr Pro 
50 

<2I0> 129 
<211> 1544 
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<2 I 2> DNA 

<213> Homo sapiens 
<220> 

<22l> unsure 
<222> (1076) 
<223> g or a 
<400> 129 

gctttgaact tactcaggaa agccagcccc cataatattg tattaccaaa cagtatcgct 60 
ttgttaggaa ggatctggaa taatcttgaa gggaagtcag agttttctcc ctgcctatta 120 
acaaaaaccc aatlttgttc atattgaagc atgaaataaa tgagagcaag gtagggccaa 180 
attaactctt gtggacagtc cctaaaagtc cagttctaca tttgtgaaaa ttgtggtgcc 240 
atgaattaag atggatgact ggaaaaaggt gttggagaaa gagttaaaga tgaggaagag 300 
atatttttag tatatgaagt tatccaggga cttgatattc ataattcagt gctgtggaaa 360 
tgaaaaaaat gattgaagag gtggaacgga aatgacctta gggggaaaaa aaaggaccaa 420 
agaagtctga ttaaaagttg aaatcagtat ttctgaattc aaattgcttg aatttccaaa 480 
atagtcagta aaggatctaa tagaaccaga attatttggg tgaattctgc aggttttatg 540 
ggcttgtcac aacgtgaagg gctggaatgt atattaccaa atgggaattt ccattgtagg 600 
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tttttgctag tcccaccccc attttagcct aatttggctt aaacgcagta tggggagaat 660 

tgttcccatt ccatgtgttc tgaattcagc tcatctccca gcatatagat atatcctcct 720 

ttaactccga ccagaaccct tcttcctgtg gcactcccca cccatagacc ttcagatcat 780 

ctcccacacc ctggatctca ctctcctctt agtaacagag acactcclga ggttggactt 840 

ccttgctttt ctctacttcc aaatcacaat ttcttacaac caagctttgt gctcccgagt 900 

aagcagggat gtactagggg aatgtaaaac tgcaaactta aaaacctgca tcttcttgaa 960 

gcalcagttt tacttaccaa atggtttaga gtcataagat gacctatttt tatataaaag 1020 

ttatattata gaataaaatg ttcatacgca tagactgtta agataaaaaa ataggraatc 1080 

ttgcaaggta attcttattt gcaagtgggt tatgtgttca ctctcctcta cctttatggt 1140 

attttggtgt tcacttacga agcatacaac tagaaccata tccaagcaga ctctgggttg 1200 

ctgttaaccc agggcctaga cttctagtgc ctctgaggca gaaccaaagg agcctgcact 1260 

gggggaaatc ccttttcctg cctgcctgtc tgcctgtgac ctgtgtacgt attacaggct 1320 

ttaggaccag ctgattgtta tgcttgcagg atggttttga aacagaaaca atacttgttt 1380 
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actgtaggaa tcctatttat attatttttc agtcctgtga atgctgtgaa aagatttatt 1440 

cctttgaggc caggaagctc ccaggcatat atgcttctag gttaggattg tcctgactca 1500 

ctaaagatgc caggatattg gggctgaggg gagtttgagg tgtt 1544 

<210> 130 
<211> 508 
<212> DNA 

<213> Homo sapiens 
<400> 130 

tgaaatcagg gctggagctt tacttaggat tcacatggcc tcctaggaac catgggacaa 60 

atgggaaaca ggttatcggg ggattcatga agtcagtgag agtaattgct tcttttttgc 120 

gggtgaactg aatgtatttc ttcaccaaat cttgatgtta acaattaaaa agaagaaatg 180 

acatgcaagt aggtcttagc agaaaaatgc aggctgggca tgagtcatgt tgttaccctc 240 

ccacatgctc ctacaatcca cagagatgcc tgtctgcagg ttcttgaagt tattgttagt 300 

atttggtatc tcaaattttt cgtcactgtt cacatgccac t ttctctgtg cacagtggta 360 

tcctcatttg ctttttaacc tacactgagg agtctttgtc aggttgcact gattttccaa 420 

ttctgcagta atgagtaagc tcacggcatg gggaagaaga cagtcagtcc aatgaagttc 480 

435/527 



WO 01/25427 



PCT/JP00/06840 



tctaaattat tttaacattg cctttgaa 508 

<210> 131 
<211> 1204 
<2 1 2> DNA 

<2I3> Homo sapiens 
<220> 

<221> unsure 
<222> (50) 
<223> g or t 
<220> 

<221> unsure 
<222> (54) 
<223> g or c 
<220> 

<221> unsure 
<222> (300) 
<223> g or c 
<220> 

<221> unsure 
<222> (407) 
<223> g or a 
<220> 

<221> unsure 
<222> (415) 
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<223> a, c. g or t 
<220> 

<221> unsure 
<222> (417) 
<223> g or c 

<220> 

<2 2 1 > unsure 
<222> (419) 
<223> t or c 
<220> 

<2 2 1 > unsure 
<222> (430) 
<223> a or t 
<220> 

<221> unsure 
<222> (448) 
<223> t or c 
<220> 

<221> unsure 
<222> (449) 
<223> g or t 
<220> 

<221> unsure 
<222> (472) 
<223> a, c, g or t 
<400> 131 
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ggcccctggc aatttgcctc aagatggggg 1 1 tgaaaat a actttacctk actsaaggag 60 



tgtctggagc acctcctagt ctaagtctgc aagctccagt tcttgcctaa aaccatgcca 120 



gtggccaccc ttgggctcag acagctctgg gccttttgac cacaagccag cccctcgccc 180 



tctctgtggc atagtcttct ctgccccagg actgcagggc ggcttcctcc aaggcttcca 240 



aggctcaaaa gaaatttggc tccatccaag aaggctccag ctcccctact ggcccctggs 300 



Ucaggccca cacccctggg ccagggccag agagtgtgtc tcaggagaat tcaatgggct 360 



ctagagagac acacagaaag tttgggcatt tgggaaattt tcaaggrtgt atgtntsgyt 420 



cacgtatggw gcaggttgtc ctggtccykg ggtgcaggga agtgggctgc anggaagtgg 480 



attggagggg agcttgagga atataaggag cgggggtgga gactcaggct atggacaagg 540 



acagccccaa ggttgggaag acctggcctt agtcgtcctc agcctagggg cagggcagtg 600 



aagaaagctc tccccgctcc tgctgtaatg acccagagta gcctccccag gccggcatct 660 



tatgtgtgtc ttccaccatc ctcatggtgg cacttttcta ggcctgtctc ccagcattgt 720 



gcaaggctcg gaagagaacc agggaagtga aactgggtga aaacagaaag ctcaatggat 780 



438/527 



WO 01/25427 



PCT/JPOO/06840 



gggctaggtt ccccagatca ttagggcaga gtttgcacgt cctctggtca ctggaatcca 840 

cccagcccac gaatcatctc cctcttgaag gattttattt ctactgggtt ttggaacaaa 900 

ctcctgctga gaccccacag ccagaaactg aaagcagcag ctccccaaag cctggaaaat 960 

ccctaagaga aggcctgggg caggaagtgg agtgacaggg gacaggtaga gagaaggggg 1020 

cccaatggcc agggagtgaa ggaggtggcg ttgctgagag cagtctgcac atgcttctgt 1080 

ctgagtgcag gaaggtgttc cagggtcgaa attacacttc tcgtacctgg agacgctgtt 1140 

tgtgggagca ctgggctcat gcctggcaca caataggtct gcaataaacc atggttaaat 1200 

cctg 1204 

<210> 132 

<211> 508 

<212> DNA 

<213> Homo sapiens 
<220> 

<2 2 1 > unsure 

<222> (223) 

<223> a, c, g or t 
<220> 

<221> unsure 

<222> (237) 
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<223> a. c, g or t 
<220> 

<221> unsure 
<222> (380) 
<223> a, c, g or t 
<220> 

<221> unsure 
<222> (468) 
<223> a, c, g or t 
<400> 132 

cccgggagaa tcacttcagc ctgggagatc aaggctgcag tgagctctga acgcaccact 60 
acactccagc ctgggtgaca gagtgagatc ctgtctcaaa aaaagagaaa gaaaaccttt 120 
gagattcttc cat 1 1 1 taga gctgagagag cacttgtgaa acacacacac atgcacaaac 180 
atataaacat gcatacaggc atgcacatgc acacacaaat acncatacac acacacnagc 240 
acacacacac caccaccacc atcatcagag gaacttacag aaaaggggac atttatagat 300 
tcctaggaat atgccaaagc ttttcaaagc ctctatggac agctcattcc ttaacttttc 360 
ctctttaaaa tcttttttan cttcttattt gccccagcca ctatcactgc ctcaggcagc 420 
tgcaacgtta aacaattgcc actgat tact ttcaacaaat aacctcanag aaaaggctgt 480 
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gtgtattgaa tgggtatcaa gtcacgtc 

<210> 133 
<211> 484 
<2 1 2> DNA 

<213> Homo sapiens 
<220> 

<221> unsure 
<222> (313) 
<223> a, c, g or t 
<220> 

<221> unsure 
<222> (336) 
<223> g or c 
<220> 

<221> unsure 
<222> (401) 
<223> g or c 
<400> 133 

gtcgactcga gcggccgcgg accgtttttt ttttttttct ctcctctgcc ccttctaata 60 
tcttggagag ggatggagac tgaagagtga gtttggtcct ccacttgatc caggttctta 120 
tttttgtttt ctacttcaaa gcgagaactt ggtactgtga ctttgataag aattgacttc 180 
aggcccagca agatccctca tgcctgtaat cccagcactt tggggggcca aggcaggagg 240 
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508 
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attgcgtgag cccaggagtt cgagacccac ctgggcaaca tagggacctt gtctctacaa 300 

aaaataaaat tanctgggtt tgatggtgca catcastggt cctggctact cgggaggcca 360 

aggtgggagg aatgcttgag gatcggaggt caaggctgca stgagccaat attgtgccac 420 

tgcattccag cctgggcaac agagtgagac actgtcttaa aaaaaaaaaa aaaaaacggt 480 

ccgc 484 

<210> 134 
<211> 605 

<212> DNA 

<213> Homo sapiens 
<400> 134 

gctgcatgtc taaaattaca tggagttagt gtctattctt tttccccttt tgcagcaact 60 

tacacagcat ttttaacacc ttttttttct agtttttttg ttcggttttg ttttccatca 120 

ggaatttgag ttctctctaa cccagcttac tgtgggacat aggaaaactc agtagaaata 180 

cctttggtga tcttgttgag tttaagtctg atcttgatct taaactcagt aagccactat 240 

ctgcaatttt gtacattata tagtattttg aagatatgga accttatgaa aaaaaaatag 300 

caaattagtt ctttttcccc cagaggggaa agttatgttc tgcaaatagt gtgtgtctta 360 
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ttttactgtt gaacagcaat tgctatttat ttttttattg cctagaactt caacatgttg 420 



tataggaatc ctgtagtgcc actagttaaa tgccgaattc tcatctggat gttaccatca 480 



aacatcagta cacttgtcat ttcacatgtg tttaatgtga cagtttttca gtactgtatg 540 



tgttaatttc tacttttttt aatatttaaa attgctttta aataaacata ttctcagttg 600 



atccc 



<210> 135 
<211> 1786 
<212> DNA 

<2 1 3> Homo sapiens 
<220> 
<221> CDS 
<222> (2).. (151) 
<220> 

<221> unsure 
<222> (689) 
<223> g or a 
<400> 135 

g gca cga ggg tec tct gca tgg ggt cag gtg ctt ctg tgc ttg ctg tec 49 
Ala Arg Gly Ser Ser Ala Trp Gly Gin Val Leu Leu Cys Leu Leu Ser 
15 10 15 
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tac etc tct cca cag cag ggc tct caa aac cat ttt gat ccc cca ttg 97 

Tyr Leu Ser Pro Gin Gin Gly Ser Gin Asn His Phe Asp Pro Pro Leu 

20 25 30 

gca gag ggt tec cct ctt tac aga gtt cag tea tta aaa gca tgg ate 145 

Ala Glu Gly Ser Pro Leu Tyr Arg Val Gin Ser Leu Lys Ala Trp He 

35 40 45 
age tgt taatctcatt ggaggaggga actgtttcct gcattcattc atctgggaac 201 
Ser Cys 



50 



cttcttgagt 


agccactgtc 


tgccagccac tgctctagag 


atgggaaaac 


ageaeggaac 


261 


aaaaccaagg 


tct ttcttcc 


agegaattta tatccttcag 


gaagctggtt 


cctgccacca 


321 


acttagcagg 


caacagttct 


cctcccctag tgggcacagg 


gtaccagt t t 


tgtaggaaaa 


381 


gtggtccagc 


aaaggaagaa 


agcagaccaa cccagctgcc 


ttaccttatt 


ctggggccat 


441 


tcccccagcg 


atgagagctg 


ctcttgtttc tactgccacc 


atctcttctg 


getgeact tc 


501 


ace t#c tgc t 


tsaRc t tc tg 


accttccttc agttccacca 


aatgaggaca 


ggaaa tagca 


561 


gtcaagaccc 


ctgggccctg 


ctgagcgtga aacaggaagg 


caatgggatg 


agttgctggg 


621 


aeggaagaat 


gggcctgggg 


cagaacaaat agggagcatt 


tgaaagcttc 


tggctgataa 


681 


atctccargg 


tgcatcccgg 


ttgccacgcc tgcccccatt 


aacctgctcc 


tggtaaatac 


741 


tgatccagca 


gctgctccag 


gagaggcegt cttttttttc 


ccagccacgc 


tgtgtctttg 


801 


catgagactc 


ettggggect 


gggcacagag agaaaagaat 


tgagactcag 


gaggctcagt 


861 


gggtgagaaa 


atgcaaagtg 


gcttcacaga cacagggctg 


tgggagcaga 


tegaegggga 


921 


acttgggaga 


tgaacttcag 


ggccttccga cgccttgtct 


caggaacatg 


ctttgagaaa 


981 


aatggtagca 


tcctttccat 


aactcagtct ctcttcccta 


gtttccctga 


agtgtgacgt 


1041 


tttagtatct 


ggagctcagt 


gatccccatg aatgagggat 


aaagtttcac 


tcttggtatt 


1101 


ttctaactag 


tgctagggaa 


agtcctgaga cacgatcaca 


gccactgctt 


ggcatacagg 


1161 


gcctccaccc 


aataagcaaa 


ctggagattc ctcagcctct 


cgtggacacc 


cacatctcat 


1221 
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tc t tc tcaca 


kc agasaatjp 


trtrccttca £cct£a?pti? trftrfttrt prtffpaefpp 


1 ?8 1 

1 L u J 


aecc t kc tec 


c t rc t arcr t 


£crctcaa££ aa££t£E£aa aratrttct£ catttraaae' 


1 34 1 


tec tcac 1 1 1 


Rac 1 1 a 1 1 1 £r 

*■ till L I. q 


£ccttcatct tEKcalCEaa 22t2cra£?£p aeaateeaaa 


140 1 


1 arc i ccccc 

I G b b 1 b l< V> V b 


paaapaaaar 


flbala 1 It 1 1 5L.5l5l5l.aa 5&6^a&aa5o bdLQdbl/ LI I 




c t a f p r r a t £ 


agar t a pgerg 




1 U L \ 


aaPPPartPf 


t r t t papa pp 


l l65ddll IB lal lalalal al I L i laaga aaalatad lg 


i 00 1 


2 f CP 1 t 0" t P f 


66 I I I 15 I Lb 


I I I L Ldldgb LbilgLeead idddddL lg I aagddaalla 


1 (\A 1 
J 04 I 


C15 l d l L Ldda 


a t a t t p p a n r 
a l& l Iliad l 


3Hii(7t(7CfP'£Tt ftittcfttat fptnafatcit tattcrttTtar 1 
ddag 16665 I LLlllgllal LLLddLdLdL IdllglgldC 


1 70 1 
I 1 U 1 


c tat tgtaaa 


tatgaaacac 


tec tat 1 1 tg caagctgagg acacaatttg tactgttgtt 


1761 


atatataaat 


aaagt t tact 


gaatt 


1786 



<210> 136 
<211> 50 
<212> PRT 

<213> Homo sapiens 
<400> 136 

Ala Arg Gly Ser Ser Ala Trp Gly Gin Val Leu Leu Cys Leu Leu Ser 

15 10 15 

Tyr Leu Ser Pro Gin Gin Gly Ser Gin Asn His Phe Asp Pro Pro Leu 

20 25 30 

Ala Glu Gly Ser Pro Leu Tyr Arg Val Gin Ser Leu Lys Ala Trp He 
35 40 45 

Ser Cys 
50 

<210> 137 
<211> 835 
<212> DNA 
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<213> Homo sapiens 

<220> 

<22i> CDS 

<222> (535).. (729) 
<400> 137 

gaaaaatctc attatttcaa aatgatagac atataccaaa aacaagtcta taatgtgagt 60 
agttactaaa atttacacat cttaaaagtg tgtaaatgct taaatttcag aattaccatc 120 
agaacctcaa t tgaca t tec tttgaatagg ctaataagtg acaaataaga ttaataagat 180 
ttttcaaaat cgccaggact ggtgaatata aatgatgatt gaactggaat aatattgggg 240 
accaaatcaa atgaatgatt aaattatgaa gctcatatcc ttttgaaggt agttgcaaag 300 
agacatttca aaactgccct aggecattge agcatcctta gatgggaege ataatcatta 360 
ccttaaagca tcaccactca ttttgaccat atagatttta ttatgttagt ttaaaaggtc 420 
aatcagcctc atgactttat agttatgtct tgtatttaaa aacatttttt atacatttgg 480 
ttatgttgat aaaccaaaaa catttgatta ataaaatatc tatttgaata aatt atg 537 

Met 
1 

age tat cct ttc aaa cag eta ttg gca agt ttt aaa ccc aaa ata tat 585 
Ser Tyr Pro Phe Lys Gin Leu Leu Ala Ser Phe Lys Pro Lys He Tyr 

5 10 15 

aca cat agt tct gta ata aaa ctg ttt gac ttc tea agt aac atg act 633 
Thr His Ser Ser Val He Lys Leu Phe Asp Phe Ser Ser Asn Met Thr 

20 25 30 

tec tta ttt ctg aac agt act ggt tac ttt caa aat gaa ttt tta ttg 681 
Ser Leu Phe Leu Asn Ser Thr Gly Tyr Phe Gin Asn Glu Phe Leu Leu 

35 40 45 

aga ttt tec att aac tat ttt ttt caa aga etc aaa ttt tgt ace aag 729 
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Arg Phe Ser He Asn Tyr Phe Phe Gin Arg Leu Lys Phe Cys Thr Lys 
50 55 60 65 

taaatccagg ctttatgtac aaacatgttg tttgttttat ttggggctgg gggaggtata 789 

tgatgagcag acttctcgga attcataata aattttctaa aagcct 835 

<2I0> 138 
<211> 65 
<212> PRT 

<213> Homo sapiens 
<400> 138 

Met Ser Tyr Pro Phe Lys Gin Leu Leu Ala Ser Phe Lys Pro Lys He 

1 5 10 15 

Tyr Thr His Ser Ser Val He Lys Leu Phe Asp Phe Ser Ser Asn Met 

20 25 30 

Thr Ser Leu Phe Leu Asn Ser Thr Gly Tyr Phe Gin Asn Glu Phe Leu 

35 40 45 

Leu Arg Phe Ser He Asn Tyr Phe Phe Gin Arg Leu Lys Phe Cys Thr 
50 55 60 

Lys 
65 

<210> 139 
<211> 626 
<212> DNA 

<213> Homo sapiens 
<220> 
<221> CDS 
<222> (!).. (201) 
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<220> 

<221> unsure 
<222> (348) 
<2 23> t or c 
<220> 

<2 2 1 > unsure 
<222> (353) 
<223> a or t 
<220> 

<221> unsure 
<222> (358) 
<223> a or t 
<220> 

<221> unsure 
<222> (363) 
<223> a or t 

<220> 

<221> unsure 
<222> (368) 
<223> g or a 
<400> 139 

tgt ttc agt gtg act gtc 1 1 g tta gag gtg aag ttt ate cag ggt aac 48 
Cys Phe Ser Val Thr Val Leu Leu Glu Val Lys Phe He Gin Gly Asn 

15 10 15 

ttg etc act aac tat tec ttt tta tgg cct ggg gtt aaa ggg age atg 96 
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Leu Leu Thr Asn Tyr Ser Phe Leu Trp Pro Gly Val Lys Gly Ser Met 

20 25 30 

get cac act ggt gaa aat aag gaa ggc ctg gtc tta tct tgt att aat 144 
Ala His Thr Gly Glu Asn Lys Glu Gly Leu Val Leu Ser Cys He Asn 

35 40 45 

aat act ggc tgc att cca cca gec aga gat ttc tat ctg cga aga cct 192 
Asn Thr Gly Cys He Pro Pro Ala Arg Asp Phe Tyr Leu Arg Arg Pro 

50 55 60 

atg aaa cac tgaagagaaa tgtaggcaga aggaaatggc cacatatcac 241 
Met Lys His 
65 



aagttctatt 


atatattctt 


ttgtaaatac atattgtata 


ttacttggat gttttcttat 


301 


atcatttact 


gtctttttga 


gttaatgtca gtttttactc 


tctcaaytta cwatgtwaca 


361 


twgtaartaa 


cataatgtcc 


tttattattt atatttaagc 


atctaacata tagagttgtt 


421 


ttcatataag 


tttaagataa 


atgtcaaaaa tatatgttct 


tttgtttttc tttgctttaa 


481 


aattatgtat 


cttttccttt 


tctttttttt aagaataatt 


tattgttcag gagaaagaat 


541 


gtatatgtaa 


ctgaaactat 


ctgaagaatg cacattgaag 


gccgtgaggt actgataaac 


601 


taaagaattt 


attat tcaaa 


atact 




626 



<210> 140 
<211> 67 
<212> PRT 

<213> Homo sapiens 
<400> 140 

Cys Phe Ser Val Thr Val Leu Leu Glu Val Lys Phe He Gin Gly Asn 

15 10 15 

Leu Leu Thr Asn Tyr Ser Phe Leu Trp Pro Gly Val Lys Gly Ser Met 
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20 25 30 

Ala His Thr Gly Glu Asn Lys Glu Gly Leu Val Leu Ser Cys He Asn 

35 40 45 

Asn Thr Gly Cys He Pro Pro Ala Arg Asp Phe Tyr Leu Arg Arg Pro 

50 55 60 

Met Lys His 
65 

<210> 141 
<211> 525 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (103).. (525) 

<400> 141 

aagaaatgga ggactcagaa ccaaggattt ccaagtgatt tcttccaaag cacaggaatc 60 
tcactctgtt aaagctggtc tgttctaact gagatgacag tc atg tec ctt tec 114 

Met Ser Leu Ser 
1 

agg gac etc aag gac gac ttt cac agt gac acg gta etc tec ate tta 162 
Arg Asp Leu Lys Asp Asp Phe His Ser Asp Thr Val Leu Ser He Leu 
5 10 15 20 

aat gag cag cgc att egg ggc att tta tgc gat gtc act ate att gtg 210 
Asn Glu Gin Arg He Arg Gly He Leu Cys Asp Val Thr lie He Val 

25 30 35 

gaa gat ace aaa ttt aaa gee cat age aat gtt ctg gca get tea age 258 
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Glu Asp Thr Lys Phe Lys Ala His Ser Asn Val Leu Ala Ala Ser Ser 

40 45 50 

ctg tat ttt aaa aat ate ttt tgg age cat aca ate tgt att tec age 306 

Leu Tyr Phe Lys Asn He Phe Trp Ser His Thr He Cys lie Ser Ser 

55 60 65 

cac gtc ctg gag ctg gac gat etc aaa get gaa gtg ttt act gaa ata 354 

His Val Leu Glu Leu Asp Asp Leu Lys Ala Glu Val Phe Thr Glu He 

70 75 80 

ctt aat tat ate tac agt tec aca gtc gtt gtc aag aga cag gaa aca 402 

Leu Asn Tyr He Tyr Scr Ser Thr Val Val Val Lys Arg Gin Glu Thr 

85 90 95 100 

gtc act gat etc gca get gca gga aaa aag ctg gga ata teg ttc ttg 450 

Val Thr Asp Leu Ala Ala Ala Gly Lys Lys Leu Gly lie Ser Phe Leu 

105 110 115 

gaa gac ctt act gat cgc aac ttc tea aat tec ccg ggt ccc tat gta 498 

Glu Asp Leu Thr Asp Arg Asn Phe Ser Asn Ser Pro Gly Pro Tyr Val 

120 125 130 

ttc tgt att act gaa aag gga gtg gtt 525 

Phe Cys lie Thr Glu Lys Gly Val Val 

135 140 

<210> 142 
<211> 141 
<2I2> PRT 

<213> Homo sapiens 
<400> 142 

Met Ser Leu Ser Arg Asp Leu Lys Asp Asp Phe His Ser Asp Thr Val 
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15 10 15 

Leu Ser He Leu Asn Glu Gin Arg He Arg Gly He Leu Cys Asp Val 

20 25 30 

Thr He lie Val Glu Asp Thr Lys Phe Lys Ala His Ser Asn Val Leu 

35 40 45 

Ala Ala Ser Ser Leu Tyr Phe Lys Asn He Phe Trp Ser His Thr He 

50 55 60 

Cys He Ser Ser His Val Leu Glu Leu Asp Asp Leu Lys Ala Glu Val 
65 70 75 80 

Phe Thr Glu lie Leu Asn Tyr He Tyr Ser Ser Thr Val Val Val Lys 

85 90 95 

Arg Gin Glu Thr Val Thr Asp Leu Ala Ala Ala Gly Lys Lys Leu Gly 

100 105 110 

lie Ser Phe Leu Glu Asp Leu Thr Asp Arg Asn Phe Ser Asn Ser Pro 

115 120 125 

Gly Pro Tyr Val Phe Cys lie Thr Glu Lys Gly Val Val 
130 135 140 

<210> 143 

<211> 1827 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (138).. (1307) 
<400> 143 

gagacttggg ctggagccgc cctgggtgtc agcggctcgg ctcccgcgca cgctccggcc 60 
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gtcgcgcagc ctcggcacct gcaggtccgt gcgtcccgcg gctggcgccc ctgactccgt 120 
cccggccagg gagggcc atg att tec etc ccg ggg ccc ctg gtg ace aac 170 
Met He Ser Leu Pro Gly Pro Leu Val Thr Asn 
I 5 10 

ttg ctg egg ttt ttg ttc ctg ggg ctg agt gee etc gcg ccc ccc teg 2 i 8 
Leu Leu Arg Phe Leu Phe Leu Gly Leu Ser Ala Leu Ala Pro Pro Ser 

15 20 25 

egg gec cag ctg caa ctg cac ttg ccc gec aac egg ttg cag gcg gtg 266 
Arg Ala Gin Leu Gin Leu His Leu Pro Ala Asn Arg Leu Gin Ala Val 

30 35 40 

gag gga ggg gaa gtg gtg ctt cca gcg tgg tac ace ttg cac ggg gag 314 
Glu Gly Gly Glu Val Val Leu Pro Ala Trp Tyr Thr Leu His Gly Glu 

45 50 55 

gtg tct tea tec cag cca tgg gag gtg ccc ttt gtg atg tgg ttc ttc 362 
Val Ser Ser Ser Gin Pro Trp Glu Val Pro Phe Val Met Trp Phe Phe 
60 65 70 75 

aaa cag aaa gaa aag gag gat cag gtg ttg tec tac ate aat ggg gtc 410 
Lys Gin Lys Glu Lys Glu Asp Gin Val Leu Ser Tyr He Asn Gly Val 

80 85 90 

aca aca age aaa cct gga gta tec ttg gtc tac tec atg ccc tec egg 458 
Thr Thr Ser Lys Pro Gly Val Ser Leu Val Tyr Ser Met Pro Ser Arg 

95 100 105 

aac ctg tec ctg egg ctg gag ggt etc cag gag aaa gac tct ggc ccc 506 
Asn Leu Ser Leu Arg Leu Glu Gly Leu Gin Glu Lys Asp Ser Gly Pro 

HO 115 120 

tac age tgc tec gtg aat gtg caa gac aaa caa ggc aaa tct agg ggc 554 
Tyr Ser Cys Ser Val Asn Val Gin Asp Lys Gin Gly Lys Ser Arg Gly 

453/527 



WO 01/25427 



PCT/JP00/06840 



125 130 135 

cac age ate aaa ace tta gaa etc aat gta ctg gtt cct cca get cct 602 
His Ser He Lys Thr Leu Glu Leu Asn Val Leu Val Pro Pro Ala Pro 
140 145 150 155 

cca tec tgc cgt etc cag ggt gtg ccc cat gtg ggg gea aac gtg ace 650 
Pro Ser Cys Arg Leu Gin Gly Val Pro His Val Gly Ala Asn Val Thr 

160 165 170 

ctg age tgc cag tct cca agg agt aag cct get gtc caa tac cag tgg 698 
Leu Ser Cys Gin Ser Pro Arg Ser Lys Pro Ala Val Gin Tyr Gin Trp 

175 180 185 

gat egg cag ctt cca tec ttc cag act ttc ttt gea cca gca tta gat 746 
Asp Arg Gin Leu Pro Ser Phe Gin Thr Phe Phe Ala Pro Ala Leu Asp 

190 195 200 

gtc ate cgt ggg tct tta age etc ace aac ctt teg tct tec atg get 794 
Val He Arg Gly Ser Leu Ser Leu Thr Asn Leu Ser Ser Ser Met Ala 

205 210 215 

gga gtc tat gtc tgc aag gee cac aat gag gtg ggc act gee caa tgt 842 
Gly Val Tyr Val Cys Lys Ala His Asn Glu Val Gly Thr Ala Gin Cys 
220 225 230 235 

aat gtg acg ctg gaa gtg age aca ggg cct gga get gca gtg gtt get 890 
Asn Val Thr Leu Glu Val Ser Thr Gly Pro Gly Ala Ala Val Val Ala 

240 245 250 

gga get gtt gtg ggt ace ctg gtt gga ctg ggg ttg ctg get ggg ctg 938 
Gly Ala Val Val Gly Thr Leu Val Gly Leu Gly Leu Leu Ala Gly Leu 

255 260 265 

gtc etc ttg tac cac cgc egg ggc aag gee ctg gag gag cca gec aat 986 



454/527 



WO 01/25427 PCT/JPOO/06840 

Val Leu Leu Tyr His Arg Arg Gly Lys Ala Leu Glu Glu Pro Ala Asn 

270 275 280 

gat ate aag gag gat gec att get ccc egg ace ctg eec tgg ccc aag 1034 
Asp He Lys Glu Asp Ala lie Ala Pro Arg Thr Leu Pro Trp Pro Lys 

285 290 295 

age tea gac aca ate tec aag aat ggg ace ctt tec tct gtc ace tec 1082 
Ser Ser Asp Thr He Ser Lys Asn Gly Thr Leu Ser Ser Val Thr Ser 
300 305 310 315 

gca cga gee etc tgg cca ccc cat ggc cct ccc agg cct ggt gca ttg 1130 
Ala Arg Ala Leu Trp Pro Pro His Gly Pro Pro Arg Pro Gly Ala Leu 

320 325 330 

acc ccc acg ccc agt etc tec age cag gee ctg ccc tea cca aga ctg 1178 
Thr Pro Thr Pro Ser Leu Ser Ser Gin Ala Leu Pro Ser Pro Arg Leu 

335 340 345 

ccc acg aca gat ggg gee cac cct caa cca ata tec ccc ate cct ggt 1226 
Pro Thr Thr Asp Gly Ala His Pro Gin Pro He Ser Pro He Pro Gly 

350 355 360 

ggg gtt tct tec tct ggc ttg age cgc atg ggt get gtg cct gtg atg 1274 
Gly Val Ser Ser Ser Gly Leu Ser Arg Met Gly Ala Val Pro Val Met 

365 370 375 

gtg cct gec cag agt caa get ggc tct ctg gta tgatgacccc accactcatt 1327 
Val Pro Ala Gin Ser Gin Ala Gly Ser Leu Val 
380 385 390 

ggctaaagga tttggggtct ctccttccta taagggtcac ctctagcaca gaggectgag 1387 
tcatgggaaa gagtcacact cctgaccctt agtactctgc ccccacctct ctttactgtg 1447 
ggaaaaccat ctcagtaaga cctaagtgtc caggagacag aaggagaaga ggaagtggat 1507 
ctggaattgg gaggagcetc cacccacccc tgactcctcc ttatgaagee agetgetgaa 1567 
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attagctact caccaagagt gaggggcaga gacttccagt cactgagtct cccaggcccc 1627 
cttgatctgt accccacccc tatctaacac cacccttggc tcccactcca gctccctgta 1687 
ttgalataac ctgtcaggct ggcttggtta ggttttactg gggcagagga tagggaatct 1747 
cttattaaaa ctaacatgaa atatgtgttg ttttcatttg caaatttaaa taaagataca 1807 
taatgtttgt atgagataag 1827 

<210> 144 
<211> 390 
<2 1 2> PRT 
<213> Homo sapiens 
<400> 144 

Met He Ser Leu Pro Gly Pro Leu Val Thr Asn Leu Leu Arg Phe Leu 

15 10 15 

Phe Leu Gly Leu Ser Ala Leu Ala Pro Pro Ser Arg Ala Gin Leu Gin 

20 25 30 

Leu His Leu Pro Ala Asn Arg Leu Gin Ala Val Glu Gly Gly Glu Val 

35 40 45 

Val Leu Pro Ala Trp Tyr Thr Leu His Gly Glu Val Ser Ser Ser Gin 

50 55 60 

Pro Trp Glu Val Pro Phe Val Met Trp Phe Phe Lys Gin Lys Glu Lys 
65 70 75 80 

Glu Asp Gin Val Leu Ser Tyr He Asn Gly Val Thr Thr Ser Lys Pro 

85 90 95 

Gly Val Ser Leu Val Tyr Ser Met Pro Ser Arg Asn Leu Ser Leu Arg 

100 105 110 

Leu Glu Gly Leu Gin Glu Lys Asp Ser Gly Pro Tyr Ser Cys Ser Val 
115 120 125 
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Asn Val Gin Asp Lys Gin Gly Lys Ser Arg Gly His Ser lie Lys Thr 

130 135 140 

Leu Glu Leu Asn Val Leu Val Pro Pro Ala Pro Pro Ser Cys Arg Leu 
145 150 155 160 

Gin Gly Val Pro His Val Gly Ala Asn Val Thr Leu Ser Cys Gin Ser 

165 170 175 

Pro Arg Ser Lys Pro Ala Val Gin Tyr Gin Trp Asp Arg Gin Leu Pro 

180 185 190 

Ser Phe Gin Thr Phe Phe Ala Pro Ala Leu Asp Val He Arg Gly Ser 

195 200 205 

Leu Scr Leu Thr Asn Leu Ser Ser Ser Met Ala Gly. Val Tyr Val Cys 

210 215 220 

Lys Ala His Asn Glu Val Gly Thr Ala Gin Cys Asn Val Thr Leu Glu 
225 230 235 240 

Val Ser Thr Gly Pro Gly Ala Ala Val Val Ala Gly Ala Val Val Gly 

245 250 255 

Thr Leu Val Gly Leu Gly Leu Leu Ala Gly Leu Val Leu Leu Tyr His 

260 265 270 

Arg Arg Gly Lys Ala Leu Glu Glu Pro Ala Asn Asp He Lys Glu Asp 

275 280 285 

Ala He Ala Pro Arg Thr Leu Pro Trp Pro Lys Ser Ser Asp Thr He 

290 295 300 

Ser Lys Asn Gly Thr Leu Ser Ser Val Thr Ser Ala Arg Ala Leu Trp 
305 310 315 320 

Pro Pro His Gly Pro Pro Arg Pro Gly Ala Leu Thr Pro Thr Pro Ser 
325 330 335 
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Leu Ser Ser Gin Ala Leu Pro Ser Pro Arg Leu Pro Thr Thr Asp Gly 

340 345 350 

Ala His Pro Gin Pro He Ser Pro He Pro Gly Gly Val Ser Ser Ser 

355 360 365 

Gly Leu Ser Arg Met Gly Ala Val Pro Val Met Val Pro Ala Gin Ser 

370 375 380 

Gin Ala Gly Ser Leu Val 
385 390 

<210> 145 
<2U> 3466 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (84).. (2726) 

<400> 145 

tgegggaage gatgtagtag ctgccaggct gtcccccgcc ctgcccggcc cgagccccgc 60 
gggccgccgc cgccaccgcc gec atg aag aag cag ttc aac cgc atg aag cag 113 

Met Lys Lys Gin Phe Asn Arg Met Lys Gin 
1 5 10 

ctg get aac cag acc gtg ggc aga get gag aaa aca gaa gtc ctt agt 161 
Leu Ala Asn Gin Thr Val Gly Arg Ala Glu Lys Thr Glu Val Leu Ser 

15 20 25 

gaa gat eta tta cag att gag aga cgc ctg gac acg gtg egg tea ata 209 
Glu Asp Leu Leu Gin He Glu Arg Arg Leu Asp Thr Val Arg Ser He 
30 35 40 
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tgc cac cat tec cat aag cgc ttg gtg gca tgt ttc cag ggc cag cat 257 
Cys His His Ser His Lys Arg Leu Val Ala Cys Phe Gin Gly Gin His 

45 50 55 

ggc acc gat gec gag agg aga cac aaa aaa ctg cct ctg aca get ctt 305 
Gly Thr Asp Ala Glu Arg Arg His Lys Lys Leu Pro Leu Thr Ala Leu 

60 65 70 

get caa aat atg caa gaa gca leg act cag ctg gaa gac tct etc ctg 353 
Ala Gin Asn Met Gin Glu Ala Ser Thr Gin Leu Glu Asp Ser Leu Leu 
75 80 85 90 

ggg aag atg ctg gag acg tgt gga gat get gag aat cag ctg get etc 401 
Gly Lys Met Leu Glu Thr Cys Gly Asp Ala Glu Asn Gin Leu Ala Leu 

95 100 105 

gag etc tec cag cac gaa gtc ttt gtt gag aag gag ate gtg gac cct 449 
Glu Leu Ser Gin His Glu Val Phe Val Glu Lys Glu He Val Asp Pro 

110 115 120 

ctg tac ggc ata get gag gtg gag att ccc aac ate cag aag cag agg 497 
Leu Tyr Gly He Ala Glu Val Glu lie Pro Asn He Gin Lys Gin Arg 

125 130 135 

aag cag ctt gca aga ttg gtg tta gac tgg gat tea gtc aga gee agg 545 
Lys Gin Leu Ala Arg Leu Val Leu Asp Trp Asp Ser Val Arg Ala Arg 

140 145 150 

tgg aac caa get cac aaa tec tea gga acc aac ttt cag ggg ctt cca 593 
Trp Asn Gin Ala His Lys Ser Ser Gly Thr Asn Phe Gin Gly Leu Pro 
155 160 165 170 

tea aaa ata gat act eta aag gaa gag atg gat gaa get gga aat aaa 641 
Ser Lys lie Asp Thr Leu Lys Glu Glu Met Asp Glu Ala Gly Asn Lys 
175 180 185 
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gta gaa cag tgc aag gat caa ctt gca gca gac atg tac aac 1 1 1 atg 689 

Val Glu Gin Cys Lys Asp Gin Leu Ala Ala Asp Met Tyr Asn Phe Met 

190 195 200 

gcc aaa gaa ggg gag tat ggc aaa ttc ttt gtt acg tta tta gaa gcc 737 

Ala Lys Glu Gly Glu Tyr Gly Lys Phe Phe Val Thr Leu Leu Glu Ala 

205 210 215 

caa gca gat tac cat aga aaa gca tta gca gtc tta gaa aag acc etc 785 

Gin Ala Asp Tyr His Arg Lys Ala Leu Ala Val Leu Glu Lys Thr Leu 

220 225 230 

ccc gaa atg cga gcc cat caa gat aag tgg gcg gaa aaa cca gcc ttt 833 

Pro Glu Met Arg Ala His Gin Asp Lys Trp Ala Glu Lys Pro Ala Phe 
235 240 245 250 

ggg act ccc eta gaa gaa cac ctg aag agg age ggg cgc gag att gcg 881 

Gly Thr Pro Leu Glu Glu His Leu Lys Arg Ser Gly Arg Glu He Ala 

255 260 265 

ctg ccc att gaa gcc tgt gtc atg ctg ctt ctg gag aca ggc atg aag 929 

Leu Pro He Glu Ala Cys Val Met Leu Leu Leu Glu Thr Gly Met Lys 

270 275 280 

gag gag ggc ctt ttc cga att ggg get ggg gcc tec aag tta aag aag 977 

Glu Glu Gly Leu Phe Arg lie Gly Ala Gly Ala Ser Lys Leu Lys Lys 

285 290 295 

ctg aaa get get ttg gac tgt tct act tct cac ctg gat gag ttc tat 1025 

Leu Lys Ala Ala Leu Asp Cys Ser Thr Ser His Leu Asp Glu Phe Tyr 

300 305 310 

tea gac ccc cat get gta gca ggt get tta aaa tec tat tta egg gaa 1073 

Ser Asp Pro His Ala Val Ala Gly Ala Leu Lys Ser Tyr Leu Arg Glu 
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315 320 325 330 

ttg cct gaa cct ttg atg act ttt aat ctg tat gaa gaa tgg aca caa 1121 

Leu Pro Glu Pro Leu Met Thr Phe Asn Leu Tyr Glu Glu Trp Thr Gin 

335 340 345 

gtt gca agt gtg cag gat caa gac aaa aaa ctt caa gac ttg tgg aga 1169 
Val Ala Ser Val Gin Asp Gin Asp Lys Lys Leu Gin Asp Leu Trp Arg 

350 355 360 

aca tgt cag aag ttg cca cca caa aat ttt gtt aac ttt aga tat ttg 1217 
Thr Cys Gin Lys Leu Pro Pro Gin Asn Phe Val Asn Phe Arg Tyr Leu 

365 370 375 

ate aag ttc ctt gca aag ctt get cag acc age gat gtg aat aaa atg 1265 
He Lys Phe Leu Ala Lys Leu Ala Gin Thr Ser Asp Val Asn Lys Met 

380 385 390 

act ccc age aac att gcg att gtg tta ggc cct aac ttg tta tgg gec 1313 
Thr Pro Ser Asn He Ala He Val Leu Gly Pro Asn Leu Leu Trp Ala 
395 400 405 410 

aga aat gaa gga aca ctt get gaa atg gca gca gec aca tec gtc cat 1361 
Arg Asn Glu Gly Thr Leu Ala Glu Met Ala Ala Ala Thr Ser Val His 

415 420 425 

gtg gtt gca gtg att gaa ccc ate att cag cat gec gac tgg ttc ttc 1409 
Val Val Ala Val He Glu Pro He He Gin His Ala Asp Trp Phe Phe 

430 435 440 

cct gaa gag gtg gaa ttt aat gta tea gaa gca ttt gta cct etc acc 1457 
Pro Glu Glu Val Glu Phe Asn Val Ser Glu Ala Phe Val Pro Leu Thr 

445 450 455 

acc ccg agt tct aat cac tea ttc cac act gga aac gac tct gac teg 1505 
Thr Pro Ser Ser Asn His Ser Phe His Thr Gly Asn Asp Ser Asp Ser 
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460 465 470 

ggg acc ctg gag agg aag egg cct get age atg gcg gtg atg gaa gga 1553 

Gly Thr Leu Glu Arg Lys Arg Pro Ala Ser Met Ala Val Met Glu Gly 

475 480 485 490 

gac ttg gtg aag aag gaa age ttt ggt gtg aag ctt atg gac ttc cag 1601 

Asp Leu Val Lys Lys Glu Ser Phe Gly Val Lys Leu Met Asp Phe Gin 

495 500 505 

gec cac egg egg ggt ggc act eta aat aga aag cac ata tec ccc get 1649 

Ala His Arg Arg Gly Gly Thr Leu Asn Arg Lys His lie Ser Pro Ala 

510 515 5Z0 

ttc cag ccg cca ctt ccg ccc aca gat ggc age acc gtg gtg ccc get 1697 

Phe Gin Pro Pro Leu Pro Pro Thr Asp Gly Ser Thr Val Val Pro Ala 

525 530 535 

ggc cca gag ccc cct ccc cag age tct agg get gaa age age tct ggg 1745 

Gly Pro Glu Pro Pro Pro Gin Ser Ser Arg Ala Glu Ser Ser Ser Gly 

540 545 550 

ggt ggg act gtc ccc tct tec gcg ggc ata ctg gag cag ggg ccg age 1793 

Gly Gly Thr Val Pro Ser Ser Ala Gly He Leu Glu Gin Gly Pro Ser 

555 560 565 570 

cca ggc gac ggc agt cct ccc aaa ccg aag gac cct gta tct gca get 1841 

Pro Gly Asp Gly Ser Pro Pro Lys Pro Lys Asp Pro Val Ser Ala Ala 

575 580 585 

gtg cca gca cca ggg aga aac aac agt cag ata gca tct ggc caa aat 1889 

Val Pro Ala Pro Gly Arg Asn Asn Ser Gin He Ala Ser Gly Gin Asn 

590 595 600 

cag ccc cag gca get get ggc tec cac cag etc tec atg ggc caa cct 1937 
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Gin Pro Gin Ala Ala Ala Gly Ser His Gin Leu Ser Met Gly Gin Pro 

605 610 615 

cac aat get gca ggg ccc age ccg cat aca ctg cgc cga get gtt aaa 1985 

His Asn Ala Ala Gly Pro Ser Pro His Thr Leu Arg Arg Ala Val Lys 

620 625 630 

aaa ccc get cca gca ccc ccg aaa ccg ggc aac cca cct cct ggc cac 2033 

Lys Pro Ala Pro Ala Pro Pro Lys Pro Gly Asn Pro Pro Pro Gly His 

635 640 645 650 

ccc ggg ggc cag agt tct tea gga aca tct cag cat cca ccc agt ctg 2081 

Pro Gly Gly Gin Ser Scr Ser Gly Thr Ser Gin His Pro Pro Ser Leu 

655 660 665 

tea cca aag cca ccc acc cga age ccc tct cct ccc acc cag cac acg 2129 

Ser Pro Lys Pro Pro Thr Arg Ser Pro Ser Pro Pro Thr Gin His Thr 

670 675 680 

ggc cag cct cca ggc cag ccc tec gec ccc tec cag etc tea gca ccc 2177 

Gly Gin Pro Pro Gly Gin Pro Ser Ala Pro Ser Gin Leu Ser Ala Pro 

685 690 695 

egg agg tac tec age age ttg tct cca ate caa get ccc aat cac cca 2225 

Arg Arg Tyr Ser Ser Ser Leu Ser Pro He Gin Ala Pro Asn His Pro 

700 705 710 

ccg ccg cag ccc cct acg cag gee acg cca ctg atg cac acc aaa ccc 2273 

Pro Pro Gin Pro Pro Thr Gin Ala Thr Pro Leu Met His Thr Lys Pro 

7 15 720 725 730 

aat age cag ggc cct ccc aac ccc atg gca ttg ccc agt gag cat gga 2321 

Asn Ser Gin Gly Pro Pro Asn Pro Met Ala Leu Pro Ser Glu His Gly 

735 740 745 

ctt gag cag cca tct cac acc cct ccc cag act cca acg ccc ccc agt 2369 
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Leu Glu Gin Pro Ser His Thr Pro Pro Gin Thr Pro Thr Pro Pro Ser 

750 755 760 

act ccg ccc eta gga aaa cag aac ccc agt ctg cca get cct cag acc 2417 
Thr Pro Pro Leu Gly Lys Gin Asn Pro Ser Leu Pro Ala Pro Gin Thr 

765 770 775 

ctg gca ggg ggt aac cct gaa act gca cag cca cat get gga acc tta 2465 
Leu Ala Gly Gly Asn Pro Glu Thr Ala Gin Pro His Ala Gly Thr Leu 

780 785 790 

ccg aga ccg aga cca gta cca aag cca agg aac egg ccc age gtg ccc 2513 
Pro Arg Pro Arg Pro Val Pro Lys Pro Arg Asn Arg Pro Ser Val Pro 
795 800 805 810 

cca ccc ccc caa cct cct ggt gtc cac tea get ggg gac age age etc 2561 
Pro Pro Pro Gin Pro Pro Gly Val His Ser Ala Gly Asp Ser Ser Leu 

815 820 825 

acc aac aca gca cca aca get tec aag ata gta aca gac tec aat tec 2609 
Thr Asn Thr Ala Pro Thr Ala Ser Lys He Val Thr Asp Ser Asn Ser 

830 835 840 

agg gtt tea gaa ccg cat cgc age ate ttt cct gaa atg cac tea gac 2657 
Arg Val Ser Glu Pro His Arg Ser He Phe Pro Glu Met His Ser Asp 

845 850 855 

tea gec age aaa gac gtg cct ggc cgc ate ctg ctg gat ata gac aat 2705 
Ser Ala Ser Lys Asp Val Pro Gly Arg He Leu Leu Asp lie Asp Asn 

860 865 870 

gat acc gag age act gee ctg tgaagaaagc cctttcccag ccctccacca 2756 
Asp Thr Glu Ser Thr Ala Leu 
875 880 
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cttccaccct ggcgagtgga 

gaaaagcttt cagtggagga 

ggcccaagga gaacctggag 

ggctttcttt acatgggaag 

agtggagaga gtattcctgc 

gggcagcacc tacagcaact 

aaaatgcgct cattatgcaa 

ttaggaggga ggctgcgctc 

ctgtgtctcc ccagtcccct 

ctcatcaaac tggatgtgac 

gtactgttct tttttltttt 

attctagttt catgtttaat 

<210> 146 
<211> 881 
<212> PRT 

<213> Homo sapiens 
<400> 146 

Met Lys Lys Gin Phe Asn Arg Met Lys Gin Leu Ala Asn Gin Thr Val 

15 10 15 

Gly Arg Ala Glu Lys Thr Glu Val Leu Ser Glu Asp Leu Leu Gin He 

20 25 30 

Glu Arg Arg Leu Asp Thr Val Arg Ser He Cys His His Ser His Lys 

35 40 45 

Arg Leu Val Ala Cys Phe Gin Gly Gin His Gly Thr Asp Ala Glu Arg 

50 55 60 

Arg His Lys Lys Leu Pro Leu Thr Ala Leu Ala Gin Asn Met Gin Glu 
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gegaace tc t 


t tct t tgcag 


accgaacagt 


2816 


r aaaggaggg 


cc tcactgtg 


egggacctgg 


ccttctgcac 


2876 


err accac t a 


aagctgaatg 


acctgtgtct 


tgaagaagtt 


2936 


eaaatcatRC 


caaaaaaatc 


caaaacaaag 


aagtacctgg 


2996 


t eaaacECCC 


a taRgaagc t 


tt tgtccctg 


ctgttaatgc 


3056 


t t?eaa t cact 


aaeaaKcaKt 


gcgt taacta 


tctat t taat 


3116 




c tc t er t arc 


tRgacgt tea 


ttcttatgta 


3176 


r 1 1 r a pup 1 1 


or t cc a£aa t 


cat tt tgtat 


catgtatggt 


3236 




rrra tesa t k 


Kt^ac tRC tg 


gctctgtcac 


3296 


lid L 


trff 1 1 eea 1 1 


stcRKaa tRt 


agacagaaa t 


3356 


tttaaacaat 


gtaattgeta 


cttgataagg 


accgaacat t 


3416 


ttgaattaaa 


tatattctgt 


ggtttatatg 




3466 
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65 70 75 80 

Ala Ser Thr Gin Leu Glu Asp Ser Leu Leu Gly Lys Met Leu Glu Thr 

85 90 95 

Cys Gly Asp Ala Glu Asn Gin Leu Ala Leu Glu Leu Ser Gin His Glu 

100 105 HO 

Val Phe Val Glu Lys Glu He Val Asp Pro Leu Tyr Gly He Ala Glu 

115 120 125 

Val Glu He Pro Asn He Gin Lys Gin Arg Lys Gin Leu Ala Arg Leu 

130 135 140 

Val Leu Asp Trp Asp Ser Val Arg Ala Arg Trp Asn Gin Ala His Lys 
145 150 155 160 

Ser Ser Gly Thr Asn Phe Gin Gly Leu Pro Ser Lys He Asp Thr Leu 

165 170 175 

Lys Glu Glu Met Asp Glu Ala Gly Asn Lys Val Glu Gin Cys Lys Asp 

180 185 190 

Gin Leu Ala Ala Asp Met Tyr Asn Phe Met Ala Lys Glu Gly Glu Tyr 

195 200 205 

Gly Lys Phe Phe Val Thr Leu Leu Glu Ala Gin Ala Asp Tyr His Arg 

210 215 220 

Lys Ala Leu Ala Val Leu Glu Lys Thr Leu Pro Glu Met Arg Ala His 
225 230 235 240 

Gin Asp Lys Trp Ala Glu Lys Pro Ala Phe Gly Thr Pro Leu Glu Glu 

245 250 255 

His Leu Lys Arg Ser Gly Arg Glu He Ala Leu Pro lie Glu Ala Cys 

260 265 270 

Val Met Leu Leu Leu Glu Thr Gly Met Lys Glu Glu Gly Leu Phe Arg 
275 280 285 
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He Gly Ala Gly Ala Ser Lys Leu Lys Lys Leu Lys Ala Ala Leu Asp 

290 295 300 

Cys Ser Thr Ser His Leu Asp Glu Phe Tyr Ser Asp Pro His Ala Val 
305 310 315 320 

Ala Gly Ala Leu Lys Ser Tyr Leu Arg Glu Leu Pro Glu Pro Leu Met 

325 330 335 

Thr Phe Asn Leu Tyr Glu Glu Trp Thr Gin Val Ala Ser Val Gin Asp 

340 345 350 

Gin Asp Lys Lys Leu Gin Asp Leu Trp Arg Thr Cys Gin Lys Leu Pro 

355 360 365 

Pro Gin Asn Phe Val Asn Phe Arg Tyr Leu He Lys Phe Leu Ala Lys 

370 375 380 

Leu Ala Gin Thr Ser Asp Val Asn Lys Met Thr Pro Ser Asn He Ala 
385 390 395 400 

lie Val Leu Gly Pro Asn Leu Leu Trp Ala Arg Asn Glu Gly Thr Leu 

405 410 415 

Ala Glu Met Ala Ala Ala Thr Ser Val His Val Val Ala Val lie Glu 

420 425 430 

Pro He He Gin His Ala Asp Trp Phe Phe Pro Glu Glu Val Glu Phe 

435 440 445 

Asn Val Ser Glu Ala Phe Val Pro Leu Thr Thr Pro Ser Ser Asn His 

450 455 460 

Ser Phe His Thr Gly Asn Asp Ser Asp Ser Gly Thr Leu Glu Arg Lys 
465 470 475 480 

Arg Pro Ala Ser Met Ala Val Met Glu Gly Asp Leu Val Lys Lys Glu 
485 490 495 
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Ser Phe Gly Val Lys 
500 

Thr Leu Asn Arg Lys 
515 

Pro Thr Asp Gly Ser 
530 

Gin Ser Ser Arg Ala 
545 

Ser Ala Gly He Leu 

565 

Pro Lys Pro Lys Asp 
580 

Asn Asn Ser Gin He 
595 

Gly Ser His Gin Leu 
610 

Ser Pro His Thr Leu 
625 

Pro Lys Pro Gly Asn 
645 

Ser Gly Thr Ser Gin 
660 

Arg Ser Pro Ser Pro 
675 

Pro Ser Ala Pro Ser 
690 

Leu Ser Pro He Gin 



Leu Met Asp Phe Gin Ala 
505 

His He Ser Pro Ala Phe 
520 

Thr Val Val Pro Ala Gly 

535 

Glu Ser Ser Ser Gly Gly 
550 555 
Glu Gin Gly Pro Ser Pro 
570 

Pro Val Ser Ala Ala Val 
585 

Ala Ser Gly Gin Asn Gin 
600 

Ser Met Gly Gin Pro His 
615 

Arg Arg Ala Val Lys Lys 
630 635 
Pro Pro Pro Gly His Pro 
650 

His Pro Pro Ser Leu Ser 
665 

Pro Thr Gin His Thr Gly 
680 

Gin Leu Ser Ala Pro Arg 

695 

Ala Pro Asn His Pro Pro 
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His Arg Arg Gly Gly 
510 

Gin Pro Pro Leu Pro 
525 

Pro Glu Pro Pro Pro 
540 

Gly Thr Val Pro Ser 
560 

Gly Asp Gly Ser Pro 
575 

Pro Ala Pro Gly Arg 
590 

Pro Gin Ala Ala Ala 
605 

Asn Ala Ala Gly Pro 
620 

Pro Ala Pro Ala Pro 
640 

Gly Gly Gin Ser Ser 
655 

Pro Lys Pro Pro Thr 
670 

Gin Pro Pro Gly Gin 
685 

Arg Tyr Ser Ser Ser 
700 

Pro Gin Pro Pro Thr 
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705 710 715 720 

Gin Ala Thr Pro Leu Met His Thr Lys Pro Asn Ser Gin Gly Pro Pro 

725 730 735 

Asn Pro Met Ala Leu Pro Ser Glu His Gly Leu Glu Gin Pro Ser His 

740 745 750 

Thr Pro Pro Gin Thr Pro Thr Pro Pro Ser Thr Pro Pro Leu Gly Lys 

755 760 765 

Gin Asn Pro Ser Leu Pro Ala Pro Gin Thr Leu Ala Gly Gly Asn Pro 

770 775 780 

Glu Thr Ala Gin Pro His Ala Gly Thr Leu Pro Arg Pro Arg Pro Val 
785 790 795 800 

Pro Lys Pro Arg Asn Arg Pro Ser Val Pro Pro Pro Pro Gin Pro Pro 

805 810 815 

Gly Val His Ser Ala Gly Asp Ser Ser Leu Thr Asn Thr Ala Pro Thr 

820 825 830 

Ala Ser Lys He Val Thr Asp Ser Asn Ser Arg Val Ser Glu Pro His 

835 840 845 

Arg Ser He Phe Pro Glu Met His Ser Asp Ser Ala Ser Lys Asp Val 

850 855 860 

Pro Gly Arg He Leu Leu Asp He Asp Asn Asp Thr Glu Ser Thr Ala 
865 870 875 880 

Leu 

<210> 147 
<211> 3021 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> CDS 

<222> (140).. (1105) 
<400> 147 

gagctgccgc tgtcgtcttt gcttcagccg cagtcgccac tggctgcctg aggtgctctt 60 
acagcctgtt ccaagtgtgg cttaatccgt ctccaccacc agatctttct ccgtggattc 120 
ctctgctaag accgctgcc atg cca gtg acg gta acc cgc acc acc ate aca 172 

Met Pro Val Thr Val Thr Arg Thr Thr He Thr 
1 5 10 

acc acc acg acg tea tct teg ggc ctg ggg tec ccc atg ate gtg ggg 220 
Thr Thr Thr Thr Ser Ser Ser Gly Leu Gly Ser Pro Met lie Val Gly 

15 20 25 

tec cct egg gee ctg aca cag ccc ctg ggt etc ctt cgc ctg ctg cag 268 
Ser Pro Arg Ala Leu Thr Gin Pro Leu Gly Leu Leu Arg Leu Leu Gin 

30 35 40 

ctg gtg tct acc tgc gtg gee ttc teg ctg gtg get age gtg ggc gec 316 
Leu Val Ser Thr Cys Val Ala Phe Ser Leu Val Ala Ser Val Gly Ala 

45 50 . 55 

tgg acg ggg tec atg ggc aac tgg tec atg ttc acc tgg tgc ttc tgc 364 
Trp Thr Gly Ser Met Gly Asn Trp Ser Met Phe Thr Trp Cys Phe Cys 
60 65 70 75 

ttc tec gtg acc ctg ate ate etc ate gtg gag ctg tgc ggg etc cag 412 
Phe Ser Val Thr Leu He He Leu He Val Glu Leu Cys Gly Leu Gin 

80 85 90 

gee cgc ttc ccc ctg tct tgg cgc aac ttc ccc ate acc ttc gec tgc 460 
Ala Arg Phe Pro Leu Ser Trp Arg Asn Phe Pro lie Thr Phe Ala Cys 
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95 100 105 

tat gcg ggc etc ttc tgc etc teg gec tec ate ate tac ccc acc acc 508 
Tyr Ala Gly Leu Phe Cys Leu Ser Ala Ser He He Tyr Pro Thr Thr 

110 115 120 

tat gte cag ttc ctg Ice cac ggc cgt teg egg gac cac gee ate gee 556 
Tyr Val Gin Phe Leu Ser His Gly Arg Ser Arg Asp His Ala He Ala 

125 130 135 

gee acc ttc ttc tec tgc ate gcg tgt gtg get tac gee acc gaa gtg 604 
Ala Thr Phe Phe Ser Cys He Ala Cys Val Ala Tyr Ala Thr Glu Val 
140 145 150 155 

gee tgg acc egg gee egg ccc ggc gag ate act ggc tat atg gec acc 652 
Ala Trp Thr Arg Ala Arg Pro Gly Glu He Thr Gly Tyr Met Ala Thr 

160 165 170 

gta ccc ggg ctg ctg aag gtg ctg gag acc ttc gtt gec tgc ate ate 700 
Val Pro Gly Leu Leu Lys Val Leu Glu Thr Phe Val Ala Cys He He 

175 180 185 

ttc gcg ttc ate age gac ccc aac ctg tac cag cac cag ccg gee ctg 748 
Phe Ala Phe lie Ser Asp Pro Asn Leu Tyr Gin His Gin Pro Ala Leu 

190 195 200 

gag tgg tgc gtg gcg gtg tac gec ate tgc ttc ate eta gcg gee ate 796 
Glu Trp Cys Val Ala Val Tyr Ala lie Cys Phe He Leu Ala Ala lie 

205 210 215 

gee ate ctg ctg aac ctg ggg gag tgc acc aac gtg eta ccc ate ccc 844 
Ala He Leu Leu Asn Leu Gly Glu Cys Thr Asn Val Leu Pro He Pro 
220 225 230 235 

ttc ccc age ttc ctg teg ggg ctg gec ttg ctg tct gte etc etc tat 892 
Phe Pro Ser Phe Leu Ser Gly Leu Ala Leu Leu Ser Val Leu Leu Tyr 
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gcc acc 
Ala Thr 

ggc ggc 
Gly Gly 

gcc tac 
Ala Tyr 
285 
acg gcc 
Thr Ala 
300 

cac ctg 
His Leu 

320 

ctccaacctc tttgttcttc ttgcccgagt 
tttcctctgt tttcctcttc ctgtctcccc 
tccttgcact ctaaccagtt cttggatgca 
ccttcctgtg ttgttttgtt gcccacatcc 
cttttctttc tttttttttt ttttttaaga 
cgcagtggtg cgatctcgac tcactgcaac 
gccccagcct cccaagtagc tgggaggaca 
ctttttccac tcttcttttt tctcatctct 
gcctgttttg caagcacctt ctcctgtgtc 
tgcctccacc cacctccaaa ggtgctgagc 



940 
988 
1036 
1084 
1135 

tttctttatg gagtacttct ttcctccgcc 1195 
tccctcccac ctttttcttt ccttcccaat 1255 
tcttcttcct tccctttcct cttgctgttt 1315 
tgttttcacc cctgagctgt ttctcttttt 1375 
cggattctca ctctgtggcc caggctggag 1435 
ccccgcctcc tgggttcaag cgattctcct 1495 
ggtgtgagct gccgcaccca gcctgtttct 1555 
tttctgggtt gcctgtcggc tttcttatct 1615 
cttgggagcc ctgagacttc tttctctcct 1675 
tcacatccac accccttgca gccgtccatg 1735 



240 245 250 

gcc ctt gtt etc tgg ccc etc tac cag ttc gat gag aag tat 
Ala Leu Val Leu Trp Pro Leu Tyr Gin Phe Asp Glu Lys Tyr 

255 260 265 

cag cct egg cgc teg aga gat gta age tgc age cgc age cat 
Gin Pro Arg Arg Ser Arg Asp Val Ser Cys Ser Arg Ser His 
270 275 280 

tac gtg tgt gcc tgg gac cgc cga ctg get gtg gcc ate ctg 
Tyr Val Cys Ala Trp Asp Arg Arg Leu Ala Val Ala He Leu 

290 295 
ate aac eta ctg gcg tat gtg get gac ctg gtg cac tct gcc 
He Asn Leu Leu Ala Tyr Val Ala Asp Leu Val His Ser Ala 
305 310 3 15 

gtt ttt gtc aag gtc taagactctc ccaagaggct cccgttccct 
Val Phe Vai Lys Val 
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( * c a c a er r r p 


c r a a crcrpffrp 


cc a 1 1 £rcaa 


agcatgcctg cccaccctcg ctgtgcctta 


1795 


6 Lias L6 Is I 


appffftfftfft 
5 I 5 1 5 L 0 L 




Lt£K££££t£ RK£K£tR£Kt aRCtggggat 


1855 


t CTtTCTP P P t P t 


t tr tpppapf 


tr cr q a Pa a t£(£ ( 


gtgcagtgta cttccccttt aaattaaaaa 


1915 


aLa la Ld la L 


a f a f a t a 1 1 f 


gaagg t pa£ t 


aatttccaat 


gggcgggagg cattaagcac 


1975 


P e;} P P P t pap' 


t PP P f a ffffP P 
ULl I a5o L ^ 


p p epp t ££p a 


ctcagccttg ccagagattg gctccagaat 


2035 


I L L L gLLdgg 


pf t a p a fa a p 


AC CC AC t QC C 


tagaggccat cttaaaggaa gcaggggctg 


2095 


rr a t an n t t t n 
g d l 5LL I I L L 


atcccaacta 


t tctctgtgg 


tatgaaaaag aaaaaaaaaa aaaaagaagg 


2155 


agicggggcc 


gggcgtggtg gctcacgcct 


gtaatcccag cactttggga gaccaagtca 


2215 


ggcaa ica IC 


tgaagtcagg 


agttcaagac 


p a qc p t papr 


a apa t f?f? t era aappatcrtpt 


2275 


C I d I I ddddd 


tacaaaaat t 


agccgggcgt 


ggtggcgggc 


gectgtaate ccaggtattt 


2335 


rr rr rr ft rr rr n i rr 

ggggggac ig 


agacaggaga 


atcccttcaa 


cccgggaggt 


ggaggttgca gtaagtcaag 


2395 


d IggCdCCaC 


tgtgctccag cctgggggac 


agagcgagac 


tccatctcaa aaaaaaaagg 


2455 


gaa tcggacg 


aagaaccaca 


ggatgttgaa 


gacaactgtc 


tgaagtattt gtgagggaca 


Ct u 1 O 


gcgatgtggc 


cctctgtgtt 


aagaataacg 


tgtcctgctt 


tggcagagag aagaaaatag 


u 0 1 0 


CCdC I gCCCg 


ct ttcaaggc 


aagatcgacc 


ttttctgttt 


tgttttgttt ttctttcttt 


2635 


I I CC I ggCCd 


tgaggacaaa 


aattactgag 


tggccct taa 


agagggaagt ttgtttlcag 


2695 


C Igl IC IC I I 


ttgcccgtag gtgggagggt 


ggggattgct 


gcgtcctagc tagaggaatg 


?7SS 

L 1 U 0 


gC I li gC I I 5 


aatgtgtagt 


gcacacgcac 


gggtgtttct 


gtgtgctagt tgcttcttgc 


2815 


IgC IgC I ILL 


tgcttgtctg ggactcacat 


acataacgtg a ta tatata t atatatataa 


2875 


d I g I d L ddd I 


atatatttta 


ttttttttta 


aatccttgga gcttctggtt cctatcagtt 


2935 


cctgttgtta 


atcgtagaac cgttgtccct 


tcccccattc 


ccgtatccat catgttcttt 


2995 


ttcttttaaa 


tatcaatata 


aaaggt 






3021 



<210> 148 
<211> 322 
<212> PRT 

<213> Homo sapiens 
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<400> 148 

Met Pro Val Thr Val Thr Arg Thr Thr lie Thr Thr Thr Thr Thr Ser 

15 10 15 

Ser Ser Gly Leu Gly Ser Pro Met He Val Gly Ser Pro Arg Ala Leu 

20 25 30 

Thr Gin Pro Leu Gly Leu Leu Arg Leu Leu Gin Leu Val Ser Thr Cys 

35 40 45 

Val Ala Phe Ser Leu Val Ala Ser Val Gly Ala Trp Thr Gly Ser Met 

50 55 60 

Gly Asn Trp Ser Met Phe Thr Trp Cys Phe Cys Phe Ser Val Thr Leu 
65 70 75 80 

lie He Leu He Val Glu Leu Cys Gly Leu Gin Ala Arg Phe Pro Leu 

85 90 95 

Ser Trp Arg Asn Phe Pro He Thr Phe Ala Cys Tyr Ala Gly Leu Phe 

100 105 110 

Cys Leu Ser Ala Ser He He Tyr Pro Thr Thr Tyr Val Gin Phe Leu 

115 120 125 

Ser His Gly Arg Ser Arg Asp His Ala He Ala Ala Thr Phe Phe Ser 

130 135 140 

Cys lie Ala Cys Val Ala Tyr Ala Thr Glu Val Ala Trp Thr Arg Ala 
145 150 155 160 

Arg Pro Gly Glu He Thr Gly Tyr Met Ala Thr Val Pro Gly Leu Leu 

165 170 175 

Lys Val Leu Glu Thr Phe Val Ala Cys He lie Phe Ala Phe He Ser 

180 185 190 

Asp Pro Asn Leu Tyr Gin His Gin Pro Ala Leu Glu Trp Cys Val Ala 
195 200 205 
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Val Tyr Ala He Cys Phe He Leu Ala Ala He Ala He Leu Leu Asn 

210 215 220 

Leu Gly Glu Cys Thr Asn Val Leu Pro lie Pro Phe Pro Ser Phe Leu 
225 230 235 240 

Ser Gly Leu Ala Leu Leu Ser Val Leu Leu Tyr Ala Thr Ala Leu Val 

245 250 255 

Leu Trp Pro Leu Tyr Gin Phe Asp Glu Lys Tyr Gly Gly Gin Pro Arg 

260 265 270 

Arg Ser Arg Asp Val Ser Cys Ser Arg Ser His Ala Tyr Tyr Val Cys 

275 280 285 

Ala Trp Asp Arg Arg Leu Ala Val Ala He Leu Thr Ala He Asn Leu 

290 295 300 

Leu Ala Tyr Val Ala Asp Leu Val His Ser Ala His Leu Val Phe Val 
305 310 315 320 

Lys Val 

<210> 149 
<211> 4409 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (39).. (2027) 

<400> 149 

ggtgtcagga tcgcagaaag tatgtccclt ctctcacc atg age tgg etc tec agt 56 

Met Ser Trp Leu Ser Ser 
1 5 
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tec cag gga gtg gta eta aca gec tac cac ccc age ggc aag gac cag 104 

Ser Gin Gly Val Val Leu Thr Ala Tyr His Pro Ser Gly Lys Asp Gin 

10 15 20 

gee gtc ggg aac age cat gca aag gca ggg gag gaa gec acc teg agt 152 

Ala Val Gly Asn Ser His Ala Lys Ala Gly Glu Glu Ala Thr Ser Ser 

25 30 35 

cgc aga tat ggc cag tac act atg aac cag gaa age acc acc ate aaa 200 

Arg Arg Tyr Gly Gin Tyr Thr Met Asn Gin Glu Ser Thr Thr He Lys 

40 45 50 

gtt atg gag aag cct cca ttt gat cga tea atl Ice cag gat tct ttg 248 

Val Met Glu Lys Pro Pro Phe Asp Arg Ser He Ser Gin Asp Ser Leu 

55 60 65 70 

gat gaa eta tct atg gaa gac tat tgg ata gaa eta gaa aac ate aag 296 

Asp Glu Leu Ser Met Glu Asp Tyr Trp lie Glu Leu Glu Asn He Lys 

75 80 85 

aaa let agt gaa aac age caa gaa gat caa gag gtg gtt gtt gtc aaa 344 

Lys Ser Ser Glu Asn Ser Gin Glu Asp Gin Glu Val Val Val Val Lys 

90 95 100 

gag cct gat gag gga gaa ttg gaa gaa gag tgg ctt aaa gag gec ggt 392 

Glu Pro Asp Glu Gly Glu Leu Glu Glu Glu Trp Leu Lys Glu Ala Gly 

105 110 115 

tta tec aat etc ttc gga gag tct get gga gat cca cag gaa age att 440 

Leu Ser Asn Leu Phe Gly Glu Ser Ala Gly Asp Pro Gin Glu Ser He 

120 125 130 

gtg ttt tta tea aca ttg acg egg acc cag gca gca gca gtt cag aag 488 

Val Phe Leu Ser Thr Leu Thr Arg Thr Gin Ala Ala Ala Val Gin Lys 
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135 140 145 150 

cga gta gag acg gtc tec cag acc ttg agg aaa aaa aac aaa cag tac 536 

Arg Val Glu Thr Val Ser Gin Thr Leu Arg Lys Lys Asn Lys Gin Tyr 

155 160 165 

cag att cct gac gtc aga gac ata ttt get caa cag aga gaa tea aaa 584 

Gin He Pro Asp Val Arg Asp He Phe Ala Gin Gin Arg Glu Ser Lys 

170 175 180 

gaa aca get cca ggt ggc act gaa teg cag tea ctt aga aca aat gaa 632 

Glu Thr Ala Pro Gly Gly Thr Glu Ser Gin Ser Leu Arg Thr Asn Glu 

185 190 195 

aac aaa tac caa gga aga gat gac gag gca tct aac ctt gtt ggt gaa 680 

Asn Lys Tyr Gin Gly Arg Asp Asp Glu Ala Ser Asn Leu Val Gly Glu 

200 205 210 

gag aag ctg ate cca cct gag gag acg cct gee cct gaa aca gac ate 728 

Glu Lys Leu He Pro Pro Glu Glu Thr Pro Ala Pro Glu Thr Asp He 
215 220 225 230 

aac ctg gag gta tea ttt gee gag caa gca etc aat cag aaa gag age 776 

Asn Leu Glu Val Ser Phe Ala Glu Gin Ala Leu Asn Gin Lys Glu Ser 

235 240 245 

tec aag gag aaa ate cag aag age aaa ggc gat gat gee aca tta cct 824 

Ser Lys Glu Lys He Gin Lys Ser Lys Gly Asp Asp Ala Thr Leu Pro 

250 255 260 

agt ttc aga ttg cca aaa gac aaa acg ggt acc aca agg att ggt gac 872 

Ser Phe Arg Leu Pro Lys Asp Lys Thr Gly Thr Thr Arg He Gly Asp 

265 270 275 

etc gca ccc cag gac atg aag aaa gtt tgc cat tta gec eta att gag 920 

Leu Ala Pro Gin Asp Met Lys Lys Val Cys His Leu Ala Leu He Glu 
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280 285 290 

ctg act gcc etc tat gat gta ttg ggt att gag ctg aaa caa caa aaa 968 
Leu Thr Ala Leu Tyr Asp Val Leu Gly lie Glu Leu Lys Gin Gin Lys 
295 300 305 310 

get gtg aaa ate aaa aca aaa gat tct ggt ctt ttt tgc gtt cca ttg 1016 
Ala Val Lys He Lys Thr Lys Asp Ser Gly Leu Phe Cys Val Pro Leu 

315 320 325 

aca gcg eta tta gaa caa gat cag agg aaa gta cca gga atg cga ata 1064 
Thr Ala Leu Leu Glu Gin Asp Gin Arg Lys Val Pro Gly Met Arg He 

330 335 340 

ccc ttg ate ttt caa aaa ctg att tct cga att gaa gag aga ggt ttg 1112 
Pro Leu He Phe Gin Lys Leu He Ser Arg He Glu Glu Arg Gly Leu 

345 350 355 

gaa aca gaa ggc etc tta egg ate cct gga get gcc att aga ate aag 1160 
Glu Thr Glu Gly Leu Leu Arg He Pro Gly Ala Ala lie Arg He Lys 

360 365 370 

aat ctt tgc caa gaa eta gaa gca aag ttt tat gaa ggg act ttt aat 1208 
Asn Leu Cys Gin Glu Leu Glu Ala Lys Phe Tyr Glu Gly Thr Phe Asn 
375 380 385 390 

tgg gaa agt gtc aaa cag cat gat gcc gcc age ctg ctg aag etc ttc 1256 
Trp Glu Ser Val Lys Gin His Asp Ala Ala Ser Leu Leu Lys Leu Phe 

395 400 405 

att egg gag ttg ccc cag cca ctg etc agt gtg gag tat etc aaa gcc 1304 
lie Arg Glu Leu Pro Gin Pro Leu Leu Ser Val Glu Tyr Leu Lys Ala 

410 415 420 

ttt cag get gtc cag aat ctt cca ace aag aag cag caa eta cag get 1352 
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Phe Gin Ala Val Gin Asn Leu Pro Thr Lys Lys Gin Gin Leu Gin Ala 

425 430 435 

ttg aac ctt ctt ggc ate etc eta cct gat gca aac agg gac aca ctg 1400 

Leu Asn Leu Leu Gly He Leu Leu Pro Asp Ala Asn Arg Asp Thr Leu 

440 445 450 

aag gec ctt ctt gaa ttt etc caa aga gta ata gat aat aaa gaa aaa 1448 

Lys Ala Leu Leu Glu Phe Leu Gin Arg Vai He Asp Asn Lys Glu Lys 

455 460 465 470 

aat aaa atg aca gtc atg aat gta gca atg gtc atg gec ccg aat etc 1496 

Asn Lys Met Thr Val Met Asn Val Ala Met Val Met Ala Pro Asn Leu 

475 480 485 

ttt atg tgt cat gca ttg gga ttg aag tec agt gaa cag cga gaa ttt 1544 

Phe Met Cys His Ala Leu Gly Leu Lys Ser Ser Glu Gin Arg Glu Phe 

490 495 500 

gta atg gca get ggg aca gca aat acc atg cac tta ttg att aag tac 1592 

Val Met Ala Ala Gly Thr Ala Asn Thr Met His Leu Leu He Lys Tyr 

505 510 515 

caa aaa ctt ctg tgg aca att ccc aag ttt att gta aac caa gtg agg 1640 

Gin Lys Leu Leu Trp Thr He Pro Lys Phe He Val Asn Gin Val Arg 

520 525 530 

aag caa aac acg gaa aat cat aaa aag gat aaa aga gec atg aag aaa 1688 

Lys Gin Asn Thr Glu Asn His Lys Lys Asp Lys Arg Ala Met Lys Lys 

535 540 545 550 

ttg ctg aag aaa atg get tat gac cga gaa aaa tat gaa aag caa gat 1736 

Leu Leu Lys Lys Met Ala Tyr Asp Arg Glu Lys Tyr Glu Lys Gin Asp 

555 560 565 

aag agt aca aat gat get gac gtt cct cag gga gtg att cga gtg caa 1784 
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Lys Ser Thr Asn Asp Ala Asp Val Pro Gin Gly Val He Arg Val Gin 

570 575 580 

get ccc cat ctt teg aaa gtt tec atg gca ata cag eta act gaa gaa 1832 
Ala Pro His Leu Ser Lys Val Ser Met Ala He Gin Leu Thr Glu Glu 

585 590 595 

eta aaa gec agt gat gta ctt gec agg ttt etc age caa gaa agt ggg 1880 
Leu Lys Ala Ser Asp Val Leu Ala Arg Phe Leu Ser Gin Glu Ser Gly 

600 605 610 

gtt gec cag act etc aag aaa gga gaa gtt ttt ttg tat gaa att gga 1928 
Val Ala Gin Thr Leu Lys Lys Gly Glu Val Phe Leu Tyr Glu He Gly 
615 620 625 630 

gga aat att ggg gaa cgc tgc ctt gat gat gac act tac atg aag gat 1976 
Gly Asn He Gly Glu Arg Cys Leu Asp Asp Asp Thr Tyr Met Lys Asp 

635 640 645 

tta tat cag ctt aac cca aat get gag tgg gtt ata aag tea aag cca 2024 
Leu Tyr Gin Leu Asn Pro Asn Ala Glu Trp Val lie Lys Ser Lys Pro 

650 655 660 

ttg tagaagactt aacaagctgc agataaccat gtggacttct gtcataattc 2077 
Leu 

ttgctgagtc aagagtgtaa ataaaagaaa tggcaggact catattattc agttgtaccc 2137 
aagtatttaa aaatgactct ettaagcett aaaaagtcat agatttgtgc tgetgecaga 2197 
attatattaa ttattattaa tgttattatt agaaaaaaaa tttctggagt gagagtaaag 2257 
aggcttaatt agtttgtggg cagttttcat atgctctgtg aaatgtgtcc agatgtgaca 2317 
tagttttttt tttttttaat atgtggaaat gtcttctctt cccattcttt tctcctaaaa 2377 
tcatatatac tgtaatatat gctctctcac ctctattacc tcctcacatc taccctttcc 2437 
cagttaggtt tgctttttga ccaaaaagat aacaaatacc aggtatggca agttgtgaag 2497 
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gtgcagcagt gcattcgcgg 
tgcctcagcc tcgtgagtag 
agaaaaaaaa cttgatacca 
ttttgctgtg attttttttc 
tttctgtgtg tgtatgagac 

<210> 150 
<211> 663 
<212> PRT 

<213> Homo sapiens 
<400> 150 

Met Ser Trp Leu Ser Ser Ser Gin Gly Val Val Leu Thr Ala Tyr His 

15 10 15 

Pro Ser Gly Lys Asp Gin Ala Val Gly Asn Ser His Ala Lys Ala Gly 

20 25 30 

Glu Glu Ala Thr Ser Ser Arg Arg Tyr Gly Gin Tyr Thr Met Asn Gin 

35 40 45 

Glu Ser Thr Thr He Lys Val Met Glu Lys Pro Pro Phe Asp Arg Ser 

50 55 60 

lie Ser Gin Asp Ser Leu Asp Glu Leu Ser Met Glu Asp Tyr Trp He 
65 70 75 80 

Glu Leu Glu Asn He Lys Lys Ser Ser Glu Asn Ser Gin Glu Asp Gin 

85 90 95 

Glu Val Val Val Val Lys Glu Pro Asp Glu Gly Glu Leu Glu Glu Glu 

100 105 110 

Trp Leu Lys Glu Ala Gly Leu Ser Asn Leu Phe Gly Glu Ser Ala Gly 
115 120 125 



ctaactgcag cctcaagcac tggggctcaa gcaaacctcc 4177 

ctaggaccac aggtgcatgc caccatgcct ggctctaaag 4237 

tagagccttg aatataaata tcctgatgtt aacctactgc 4297 

cttagtgagt tttaaatctc aggctagatt tttatttgtt 4357 

aaaataaaaa taaatatatt tgccttgagt tt 4409 



482/527 



WO 01/25427 



PCT/JP00/06840 



Asp Pro Gin Glu Ser He Val Phe Leu Ser Thr Leu Thr Arg Thr Gin 

130 135 140 

Ala Ala Ala Val Gin Lys Arg Val Glu Thr Val Ser Gin Thr Leu Arg 
145 150 155 160 

Lys Lys Asn Lys Gin Tyr Gin He Pro Asp Val Arg Asp lie Phe Ala 

165 170 175 

Gin Gin Arg Glu Ser Lys Glu Thr Ala Pro Gly Gly Thr Glu Ser Gin 

180 185 190 

Ser Leu Arg Thr Asn Glu Asn Lys Tyr Gin Gly Arg Asp Asp Glu Ala 

195 200 205 

Ser Asn Leu Val Gly Glu Glu Lys Leu He Pro Pro Glu Glu Thr Pro 

210 215 220 

Ala Pro Glu Thr Asp He Asn Leu Glu Val Ser Phe Ala Glu Gin Ala 
225 230 235 240 

Leu Asn Gin Lys Glu Ser Ser Lys Glu Lys He Gin Lys Ser Lys Gly 

245 250 255 

Asp Asp Ala Thr Leu Pro Ser Phe Arg Leu Pro Lys Asp Lys Thr Gly 

260 265 270 

Thr Thr Arg He Gly Asp Leu Ala Pro Gin Asp Met Lys Lys Val Cys 

275 280 285 

His Leu Ala Leu He Glu Leu Thr Ala Leu Tyr Asp Val Leu Gly He 

290 295 300 

Glu Leu Lys Gin Gin Lys Ala Val Lys He Lys Thr Lys Asp Ser Gly 
305 310 315 320 

Leu Phe Cys Val Pro Leu Thr Ala Leu Leu Glu Gin Asp Gin Arg Lys 
325 330 335 
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Val Pro Gly Met Arg He Pro Leu lie Pbe Gin Lys Leu He Ser Arg 

340 345 350 

He Glu Glu Arg Gly Leu Glu Thr Glu Gly Leu Leu Arg He Pro Gly 

355 360 365 

Ala Ala He Arg lie Lys Asn Leu Cys Gin Glu Leu Glu Ala Lys Phe 

370 375 380 

Tyr Glu Gly Thr Phe Asn Trp Glu Ser Val Lys Gin His Asp Ala Ala 
385 390 395 400 

Ser Leu Leu Lys Leu Phe lie Arg Glu Leu Pro Gin Pro Leu Leu Ser 

405 410 415 

Val Glu Tyr Leu Lys Ala Phe Gin Ala Val Gin Asn Leu Pro Thr Lys 

420 425 430 

Lys Gin Gin Leu Gin Ala Leu Asn Leu Leu Gly He Leu Leu Pro Asp 

435 440 445 

Ala Asn Arg Asp Thr Leu Lys Ala Leu Leu Glu Phe Leu Gin Arg Val 

450 455 460 

lie Asp Asn Lys Glu Lys Asn Lys Met Thr Val Met Asn Val Ala Met 
465 470 475 480 

Val Met Ala Pro Asn Leu Phe Met Cys His Ala Leu Gly Leu Lys Ser 

485 490 495 

Ser Glu Gin Arg Glu Phe Val Met Ala Ala Gly Thr Ala Asn Thr Met 

500 505 510 

His Leu Leu lie Lys Tyr Gin Lys Leu Leu Trp Thr He Pro Lys Phe 

515 520 525 

He Val Asn Gin Val Arg Lys Gin Asn Thr Glu Asn His Lys Lys Asp 

530 535 540 

Lys Arg Ala Met Lys Lys Leu Leu Lys Lys Met Ala Tyr Asp Arg Glu 
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545 550 555 

Lys Tyr Glu Lys Gin Asp Lys Ser Thr Asn Asp Ala Asp Val Pro 
565 570 575 

Gly Val He Arg Val Gin Ala Pro His Leu Ser Lys Val Ser Met 

580 585 590 

lie Gin Leu Thr Glu Glu Leu Lys Ala Ser Asp Val Leu Ala Arg 

595 600 605 

Leu Ser Gin Glu Ser Gly Val Ala Gin Thr Leu Lys Lys Gly Glu 

610 615 620 

Phe Leu Tyr Glu He Gly Gly Asn lie Gly Glu Arg Cys Leu Asp 
625 630 635 

Asp Thr Tyr Met Lys Asp Leu Tyr Gin Leu Asn Pro Asn Ala Glu 
645 650 655 

Val He Lys Ser Lys Pro Leu 
660 

<210> 151 
<211> 4490 
<212> DNA 

<213> Homo sapiens 
<220> 
<221> CDS 
<222> (3).. (2591) 
<400> 151 

aa atg ggc tac ate ccc tec tec tat gtg cag ccc ttg aac tac egg 47 
Met Gly Tyr He Pro Ser Ser Tyr Val Gin Pro Leu Asn Tyr Arg 
15 10 15 
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aac tea aca ctg agt gac age ggt atg att gat aat ctt cca gac age 95 
Asn Ser Thr Leu Ser Asp Ser Gly Met He Asp Asn Leu Pro Asp Ser 

20 25 30 

cca gac gag gta gee aag gag ctg gag ctg etc ggg gga tgg aca gat 143 
Pro Asp Glu Val Ala Lys Glu Leu Glu Leu Leu Gly Gly Trp Thr Asp 

35 40 45 

gac aaa aaa gta cca ggc aga atg tac agt aat aac cct ttc tgg aat 191 
Asp Lys Lys Val Pro Gly Arg Met Tyr Ser Asn Asn Pro Phe Trp Asn 

50 55 60 

ggg gtc cag acc aat cca ttt ctg aat ggg aac gtg ccc gtc atg ccc 239 
Gly Val Gin Thr Asn Pro Phe Leu Asn Gly Asn Val Pro Val Met Pro 

65 70 75 

age ctg gat gag ctg aat ccc aaa agt act gtg gat ttg etc ctt ttt 287 
Ser Leu Asp Glu Leu Asn Pro Lys Ser Thr Val Asp Leu Leu Leu Phe 
80 85 90 95 

gac gca ggt aca tec tec ttc acc gaa tec age tea gee acc acg aat 335 
Asp Ala Gly Thr Ser Ser Phe Thr Glu Ser Ser Ser Ala Thr Thr Asn 

100 105 HO 

age act ggc aac ate ttc gat gag ctt cca gtc aca aac ggg etc cac 383 
Ser Thr Gly Asn He Phe Asp Glu Leu Pro Val Thr Asn Gly Leu His 

115 120 125 

gca gag ccg ccg gtc agg egg gac aac ccc ttc ttc aga age aag cgc 431 
Ala Glu Pro Pro Val Arg Arg Asp Asn Pro Phe Phe Arg Ser Lys Arg 

130 135 140 

tec tac agt etc teg gaa etc tec gtc etc caa gee aag tec gac get 479 
Ser Tyr Ser Leu Ser Glu Leu Ser Val Leu Gin Ala Lys Ser Asp Ala 
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145 150 155 

ccc aca teg teg agt ttc ttc ace ggc ttg aaa tea cct gec ccc gag 527 

Pro Thr Ser Ser Ser Phe Phe Thr Gly Leu Lys Ser Pro Ala Pro Glu 

160 165 170 175 

caa ttt cag age egg gag gat ttt cga act gec tgg eta aac eac agg 575 

Gin Phe Gin Ser Arg Glu Asp Phe Arg Thr Ala Trp Leu Asn His Arg 

180 185 190 

aag ctg gec egg tct tgc cac gac ctg gac ttg ctt ggc caa age cct 623 

Lys Leu Ala Arg Ser Cys His Asp Leu Asp Leu Leu Gly Gin Ser Pro 

195 200 205 

ggt tgg ggc cag ace caa gec gtg gag aca aac ate gtg tgc aag ctg 671 

Gly Trp Gly Gin Thr Gin Ala Val Glu Thr Asn He Val Cys Lys Leu 

210 215 220 

gat age tec ggg ggt get gtc cag ctt cct gac acc age ate age ate 719 

Asp Ser Ser Gly Gly Ala Val Gin Leu Pro Asp Thr Ser He Ser He 

225 230 235 

cac gtg ccc gag ggc cac gtc gee cct ggg gag acc cag cag ate tec 767 

His Val Pro Glu Gly His Val Ala Pro Gly Glu Thr Gin Gin He Ser 

240 245 250 255 

atg aaa gec ctg ctg gac ccc ccg ctg gag etc aac agt gac agg tec 815 

Met Lys Ala Leu Leu Asp Pro Pro Leu Glu Leu Asn Ser Asp Arg Ser 

260 265 270 

tgc age ate age cct gtg ctg gag gtc aag ctg age aac ctg gag gtg 863 

Cys Ser He Ser Pro Val Leu Glu Val Lys Leu Ser Asn Leu Glu Val 

275 280 285 

aaa acc tct ate ate ttg gag atg aaa gtg tea gec gag ata aaa aat 911 

Lys Thr Ser lie He Leu Glu Met Lys Val Ser Ala Glu lie Lys Asn 
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290 295 300 

gac ctt ttt age aaa age aca gtg ggc etc cag tgc ctg agg age gac 959 

Asp Leu Phe Ser Lys Ser Thr Val Gly Leu Gin Cys Leu Arg Ser Asp 

305 310 315 

teg aag gaa ggg cca tat gtc tec gtc ccg etc aac tgc age tgt ggg 1007 

Ser Lys Glu Gly Pro Tyr Val Ser Val Pro Leu Asn Cys Ser Cys Gly 

320 325 330 335 

gac acg gtc cag gca cag ctg cac aac ctg gag ccc tgt atg tac gtg 1055 

Asp Thr Val Gin Ala Gin Leu His Asn Leu Glu Pro Cys Met Tyr Val 

340 345 350 

get gtc gtg gec cat ggc cca age ate etc tac cct tec ace gtg tgg 1103 

Ala Val Val Ala His Gly Pro Ser He Leu Tyr Pro Ser Thr Val Trp 

355 360 365 

gac ttc ate aat aaa aaa gtc aca gtg ggt etc tac ggc cct aaa cac 1151 

Asp Phe He Asn Lys Lys Val Thr Val Gly Leu Tyr Gly Pro Lys His 

370 375 380 

ate cac cca tec ttc aag acg gta gtg acc att ttt ggg cat gac tgt 1199 

He His Pro Ser Phe Lys Thr Val Val Thr He Phe Gly His Asp Cys 

385 390 395 

gec cca aag acg etc ctg gtc age gag gtc aca cgc cag gca ccc aac 1247 

Ala Pro Lys Thr Leu Leu Val Ser Glu Val Thr Arg Gin Ala Pro Asn 

400 405 410 415 

cct gec ccg gtg gec ctg cag ctg tgg ggg aag cac cag ttc gtt ttg 1295 

Pro Ala Pro Val Ala Leu Gin Leu Trp Gly Lys His Gin Phe Val Leu 

420 425 430 

tec agg ccc cag gat etc aag gtc tgt atg ttt tec aat atg acg aat 1343 
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Ser Arg Pro Gin Asp Leu Lys Val Cys Met Phe Ser Asn Met Thr Asn 

435 440 445 

tac gag gtc aaa gcc age gag cag gec aaa gtg gtg cga gga ttc cag 1391 

Tyr Glu Val Lys Ala Ser Glu Gin Ala Lys Val Val Arg Gly Phe Gin 

450 455 460 

ctg aag ctg ggc aag gtg age cgc ctg ate ttc ccc ate acc tec cag 1439 

Leu Lys Leu Gly Lys Val Ser Arg Leu He Phe Pro He Thr Ser Gin 

465 470 475 

aac ccc aac gag etc tct gac ttc acg ctg egg gtt cag gtg aag gac 1487 

Asn Pro Asn Glu Leu Ser Asp Phe Thr Leu Arg Val Gin Val Lys Asp 

480 485 490 495 

gac cag gag gcc ate etc acc cag ttt tgt gtc cag act cct cag cca 1535 

Asp Gin Glu Ala He Leu Thr Gin Phe Cys Val Gin Thr Pro Gin Pro 

500 505 510 

ccc cct aaa agt gcc ate aag cct tec ggg caa agg agg ttt etc aag 1583 

Pro Pro Lys Ser Ala He Lys Pro Ser Gly Gin Arg Arg Phe Leu Lys 

515 520 525 

aag aac gaa gtc ggg aaa ate ate ctg tec ccg ttt gcc acc act aca 1631 

Lys Asn Glu Val Gly Lys He He Leu Ser Pro Phe Ala Thr Thr Thr 

530 535 540 

aag tac ccg act ttc cag gac cgc ccg gtg tec age etc aag ttt ggt 1679 

Lys Tyr Pro Thr Phe Gin Asp Arg Pro Val Ser Ser Leu Lys Phe Gly 

545 550 555 

aag ttg etc aag act gtg gtg egg cag aac aag aac cac tac ctg ctg 1727 
Lys Leu Leu Lys Thr Val Val Arg Gin Asn Lys Asn His Tyr Leu Leu 

560 565 570 575 
gag tac aag aag ggc gac ggg ate gcc ctg etc age gag gag egg gtc 1775 
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Glu Tyr Lys Lys Gly Asp Gly He Ala Leu Leu Ser Glu Glu Arg Val 

580 585 590 

agg etc egg ggc cag ctg tgg acc aag gag tgg lac ate ggc tac tac 1823 

Arg Leu Arg Gly Gin Leu Trp Thr Lys Glu Trp Tyr He Gly Tyr Tyr 

595 600 605 

cag ggc agg gtg ggc etc gtg cac acc aag aac gtg ctg gtg gtc ggc 1871 

Gin Gly Arg Val Gly Leu Val His Thr Lys Asn Val Leu Val Val Gly 

610 615 620 

agg gec egg ccc age ctg tgc teg ggc ccc gag ctg age acc teg gtg 1919 

Arg Ala Arg Pro Ser Leu Cys Ser Gly Pro Glu Leu Scr Thr Ser Val 

625 630 635 

ctg ctg gag cag ate ctg egg ccc tgc aaa ttc etc acg tac ate tat 1967 

Leu Leu Glu Gin lie Leu Arg Pro Cys Lys Phe Leu Thr Tyr lie Tyr 

640 645 650 655 

gec tec gtg agg acc ctg etc atg gag aac ate age age tgg cgc tec 2015 

Ala Ser Val Arg Thr Leu Leu Met Glu Asn He Ser Ser Trp Arg Ser 

660 665 670 

ttc get gac gec ctg ggc tac gtg aac ctg ccg etc acc ttt ttc tgc 2063 

Phe Ala Asp Ala Leu Gly Tyr Val Asn Leu Pro Leu Thr Phe Phe Cys 

675 680 685 

egg gca gag ctg gat agt gag ccc gag egg gtg gcg tec gtc ctg gaa 2111 

Arg Ala Glu Leu Asp Ser Glu Pro Glu Arg Val Ala Ser Val Leu Glu 

690 695 700 

aag ctg aag gag gac tgt aac aac act gag aac aaa gaa egg aag tec 2159 

Lys Leu Lys Glu Asp Cys Asn Asn Thr Glu Asn Lys Glu Arg Lys Ser 

705 710 715 
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ttc cag aag gag ctt gtg atg gcc cla ctg aag atg gac tgc cag ggc 2207 

Phe Gin Lys Glu Leu Val Met Ala Leu Leu Lys Met Asp Cys Gin Gly 
720 725 730 735 

ctg gtg gtc aga etc ate cag gac ttt gtg etc ctg acc acg get gta 2255 

Leu Val Val Arg Leu He Gin Asp Phe Val Leu Leu Thr Thr Ala Vai 

740 745 750 

gag gtg gcc cag cgc tgg egg gag ctg get gag aag ctg gcc aag gtc 2303 

Glu Val Ala Gin Arg Trp Arg Glu Leu Ala Glu Lys Leu Ala Lys Val 

755 760 765 

tec aag cag cag atg gac gcc tac gag tct ccc cac egg gac agg aac 2351 

Ser Lys Gin Gin Met Asp Ala Tyr Glu Ser Pro His Arg Asp Arg Asn 

770 775 780 

ggg gtt gtg gac age gag gcc atg tgg aag cct gcg tat gac ttc tta 2399 

Gly Val Val Asp Ser Glu Ala Met Trp Lys Pro Ala Tyr Asp Phe Leu 

785 790 795 

etc acc tgg age cat cag ate ggg gac age tac egg gat gtc ate cag 2447 

Leu Thr Trp Ser His Gin He Gly Asp Ser Tyr Arg Asp Val He Gin 
800 805 810 815 

gag ctg cac ctg ggc ctg gac aag atg aaa aac ccc ate acc aag cgc 2495 

Glu Leu His Leu Gly Leu Asp Lys Met Lys Asn Pro lie Thr Lys Arg 

820 825 830 

tgg aag cac etc act ggg act ctg ate ttg gtg aac tec ctg gac gtt 2543 

Trp Lys His Leu Thr Gly Thr Leu lie Leu Val Asn Ser Leu Asp Val 

835 840 845 

ctg aga gca gcc gcc ttc age cct gcg gac cag gac gac ttc gtg att 2591 

Leu Arg Ala Ala Ala Phe Ser Pro Ala Asp Gin Asp Asp Phe Val He 

850 855 860 
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tgaatgggtc ccctcccctc ctgctgctct 
cctgctgtca ccgcggagct gaagagggag 
cccgccagct aggctacacc catcatgcgc 
gggactgcct actgcagctc gttgccaatc 
taaatttaaa atcacttttt taacgaatgg 
taattttttt atggaccata aaggtttaaa 
ttatgttgtt atagaccttt ttaaattatg 
ctgggagcat ttctgattcc cggccacact 
ctcgttcggt tgttggacct ctttcactcc 
aaagtggctt ttcagtaaac gggtacagct 
tccctcctcg gatttgattg tcttccgtgc 
tagaata tgt gaatctttgg tgagcttcag 
aggtgccctg agctgtttct gccaatagat 
gggcccctgc cagtgtgcaa ttagtcattg 
gtccctgctg ctacgaggcc attgtactgt 
atagagtttg ctgcctcttc tgtggacagg 
ggtggccact gactctcgtg cttattgcag 
tatgctgatg tgcagaggtg ccagctgcca 
aggcttaacc cctcttcctt cctggtgtac 
agatgaaacc attttttgta caatgtaaag 
aatgaaaatg tgactcacat aaaatcagga 
gggtgcagac atgctgtgtg aatctcacaa 
gcaggaggaa ggactgatac tggcaaatca 
aggacacttc ctgtgtgcct gcagttgtca 
ctaaaactgc tttcttgaaa catgttactt 
tggcctgaaa cgttgtatag ctacttattc 



ggagtgcaag ccctcttctg ccctgcgtgc 2651 
gaaggggcgg ctgctcagac agatttaggg 2711 
cgccctcctc catcgaggga gaggcctgaa 2771 
acatagcttt ctatltgtta agtataaatt 2831 
ggggaaggga tctatgagaa aggtggtatc 2891 
agaaaatagg ggcacagggt gttgaggttt 2951 
ttagagatgt atataggtat ttaaaggtca 3011 
ttgcatttca acactcagcc cggaaagatg 3071 
ctgcgtgtaa gaaggtgaat cacgtgggaa 3131 
cattctttct gagaaggccc caggtcctgc 3191 
tttgcctcac tcgtagtaaa tgaccatcca 3251 
tgggcagagt gaagtcccgc attagcattt 3311 
tagaaagcag ccatgagttg acagtcttta 3371 
acaagaacaa tgccatttga gagtgaggtg 3431 
tttttccttg aggtcaaagc agtgcttccc 3491 
aagaaaactt catgaccgaa tcagagcctt 3551 
atgctgtggt tggcctcaca agcaacgcct 3611 
tttgccaaac tctgcatttc atttcatcta 3671 
ctgtgtctcc tcggaaggaa gtcatagttt 3731 
atcatctgag caagatgagc attttgtaaa 3791 
acttggcaca gtgttgcatt aataacttta 3851 
tgcgtcgtag atgtcgcgtg ttggaaggga 3911 
gtagagtgag gtgatcctta gcaacgtgcc 3971 
gggaccattt gggatcccga atctcattct 4031 
ccttagtata atcaatgtat actcccttac 4091 
agatactgaa gaccaacgga ctgaaaaaaa 4151 
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gaacaaacat tagctatttt atgctgcaag aaccaggaca cacaattcgc caatcatccc 4211 

accatataac cttcgattgt gcttctcaac tccaccccat aatttctccc agagatcatc 4271 

tatcaccttt tccccaaaga agaaacaaaa ccagttgcac cttaaaccat ggatattttt 4331 

tcctcagggg ctttaaatag tttcctatgc aacgtgtctt gtagcacaaa taaaattcta 4391 

caaaagttgc agtaaatttt atttggatat tttaacctgt taagtgtgtg tgtgttttct 4451 

gtacccaacc agactttaaa taaaacaaac atgaaacct 4490 

<210> 152 
<211> 863 
<212> PRT 

<213> Homo sapiens 
<400> 152 

Met Gly Tyr He Pro Ser Ser Tyr Val Gin Pro Leu Asn Tyr Arg Asn 

15 10 15 

Ser Thr Leu Ser Asp Ser Gly Met He Asp Asn Leu Pro Asp Ser Pro 

20 25 30 

Asp Glu Val Ala Lys Glu Leu Glu Leu Leu Gly Gly Trp Thr Asp Asp 

35 40 45 

Lys Lys Val Pro Gly Arg Met Tyr Ser Asn Asn Pro Phe Trp Asn Gly 

50 55 60 

Val Gin Thr Asn Pro Phe Leu Asn Gly Asn Val Pro Val Met Pro Ser 
65 70 75 80 

Leu Asp Glu Leu Asn Pro Lys Ser Thr Val Asp Leu Leu Leu Phe Asp 

85 90 95 

Ala Gly Thr Ser Ser Phe Thr Glu Ser Ser Ser Ala Thr Thr Asn Ser 

100 105 110 

Thr Gly Asn He Phe Asp Glu Leu Pro Val Thr Asn Gly Leu His Ala 
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115 120 125 

Glu Pro Pro Val Arg Arg Asp Asn Pro Phe Phe Arg Ser Lys Arg Ser 

130 135 140 

Tyr Ser Leu Ser Glu Leu Ser Val Leu Gin Ala Lys Ser Asp Ala Pro 
145 150 155 160 

Thr Ser Ser Ser Phe Phe Thr Gly Leu Lys Ser Pro Ala Pro Glu Gin 

165 170 175 

Phe Gin Ser Arg Glu Asp Phe Arg Thr Ala Trp Leu Asn His Arg Lys 

180 185 190 

Leu Ala Arg Ser Cys His Asp Leu Asp Leu Leu Gly Gin Ser Pro Gly 

195 200 205 

Trp Gly Gin Thr Gin Ala Val Glu Thr Asn He Val Cys Lys Leu Asp 

210 215 220 

Ser Ser Gly Gly Ala Val Gin Leu Pro Asp Thr Ser He Ser He His 
225 230 235 240 

Val Pro Glu Gly His Val Ala Pro Gly Glu Thr Gin Gin He Ser Met 

245 250 255 

Lys Ala Leu Leu Asp Pro Pro Leu Glu Leu Asn Ser Asp Arg Ser Cys 

260 265 270 

Ser He Ser Pro Val Leu Glu Val Lys Leu Ser Asn Leu Glu Val Lys 

275 280 285 

Thr Ser He He Leu Glu Met Lys Val Ser Ala Glu He Lys Asn Asp 

290 295 300 

Leu Phe Ser Lys Ser Thr Val Gly Leu Gin Cys Leu Arg Ser Asp Ser 
305 310 315 320 

Lys Glu Gly Pro Tyr Val Ser Val Pro Leu Asn Cys Ser Cys Gly Asp 
325 330 335 
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Thr Val Gin Ala Gin 
340 

Val Val Ala His Gly 

355 

Phe He Asn Lys Lys 
370 

His Pro Ser Phe Lys 
385 

Pro Lys Thr Leu Leu 
405 

Ala Pro Val Ala Leu 
420 

Arg Pro Gin Asp Leu 
435 

Glu Val Lys Ala Ser 
450 

Lys Leu Gly Lys Val 
465 

Pro Asn Glu Leu Ser 
485 

Gin Glu Ala He Leu 
500 

Pro Lys Ser Ala lie 
515 

Asn Glu Val Gly Lys 

530 



Leu His Asn Leu Glu Pro 

345 

Pro Ser He Leu Tyr Pro 
360 

Val Thr Val Gly Leu Tyr 
375 

Thr Val Val Thr lie Phe 
390 395 
Val Ser Glu Val Thr Arg 
410 

Gin Leu Trp Gly Lys His 
425 

Lys Val Cys Met Phe Ser 
440 

Glu Gin Ala Lys Val Val 
455 

Ser Arg Leu He Phe Pro 
470 475 
Asp Phe Thr Leu Arg Val 
490 

Thr Gin Phe Cys Val Gin 
505 

Lys Pro Ser Gly Gin Arg 
520 

lie He Leu Ser Pro Phe 

535 

495/527 



Cys Met Tyr Val Ala 
350 

Ser Thr Val Trp Asp 
365 

Gly Pro Lys His He 

380 

Gly His Asp Cys Ala 
400 

Gin Ala Pro Asn Pro 
415 

Gin Phe Val Leu Ser 
430 

Asn Met Thr Asn Tyr 
445 

Arg Gly Phe Gin Leu 
460 

He Thr Ser Gin Asn 
480 

Gin Val Lys Asp Asp 
495 

Thr Pro Gin Pro Pro 
510 

Arg Phe Leu Lys Lys 
525 

Ala Thr Thr Thr Lys 

540 
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Tyr Pro Thr Phe Gin Asp Arg Pro Val Ser Ser Leu Lys Phe Gly Lys 
545 550 555 560 

Leu Leu Lys Thr Val Val Arg Gin Asn Lys Asn His Tyr Leu Leu Glu 

565 570 575 

Tyr Lys Lys Gly Asp Gly He Ala Leu Leu Ser Glu Glu Arg Val Arg 

580 585 590 

Leu Arg Gly Gin Leu Trp Thr Lys Glu Trp Tyr He Gly Tyr Tyr Gin 

595 600 605 

Gly Arg Val Gly Leu Val His Thr Lys Asn Val Leu Val Val Gly Arg 

610 615 620 

Ala Arg Pro Ser Leu Cys Ser Gly Pro Glu Leu Ser Thr Ser Val Leu 
625 630 635 640 

Leu Glu Gin He Leu Arg Pro Cys Lys Phe Leu Thr Tyr He Tyr Ala 

645 650 655 

Ser Val Arg Thr Leu Leu Met Glu Asn lie Ser Ser Trp Arg Ser Phe 

660 665 670 

Ala Asp Ala Leu Gly Tyr Val Asn Leu Pro Leu Thr Phe Phe Cys Arg 

675 680 685 

Ala Glu Leu Asp Ser Glu Pro Glu Arg Val Ala Ser Val Leu Glu Lys 

690 695 700 

Leu Lys Glu Asp Cys Asn Asn Thr Glu Asn Lys Glu Arg Lys Ser Phe 
705 710 715 720 

Gin Lys Glu Leu Val Met Ala Leu Leu Lys Met Asp Cys Gin Gly Leu 

725 730 735 

Val Val Arg Leu He Gin Asp Phe Val Leu Leu Thr Thr Ala Val Glu 

740 745 750 

Val Ala Gin Arg Trp Arg Glu Leu Ala Glu Lys Leu Ala Lys Val Ser 
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755 760 765 

Lys Gin Gin Met Asp Ala Tyr Glu Ser Pro His Arg Asp Arg Asn Gly 

770 775 780 

Val Val Asp Ser Glu Ala Met Trp Lys Pro Ala Tyr Asp Phe Leu Leu 
785 790 795 800 

Thr Trp Ser His Gin He Gly Asp Ser Tyr Arg Asp Val He Gin Glu 

805 810 815 

Leu His Leu Gly Leu Asp Lys Met Lys Asn Pro lie Thr Lys Arg Trp 

820 825 830 

Lys His Leu Thr Gly Thr Leu He Leu Val Asn Ser Leu Asp Val Leu 

835 840 845 

Arg Ala Ala Ala Phe Ser Pro Ala Asp Gin Asp Asp Phe Val He 
850 855 860 

<210> 153 

<211> 2194 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (133).. (1 125) 
<400> 153 

ggtgcggcgc tggtcccctc agagggttcc tgctgctgcc ggtgccttgg accctccccc 60 
tcgcttctcg ttctactgcc ccaggagccc ggcgggtccg ggactcccgt ccgtgccggt 120 
gcgggcgccg gc atg tgg ctg tgg gag gac cag ggc ggc etc ctg ggc cct 171 
Met Trp Leu Trp Glu Asp Gin Gly Gly Leu Leu Gly Pro 
1 5 10 
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ttc tec ttc ctg ctg eta gtg ctg ctg ctg gtg acg egg age ccg gtc 219 

Phe Ser Phe Leu Leu Leu Val Leu Leu Leu Val Thr Arg Ser Pro Val 

15 20 25 

aat gee tgc etc etc acc ggc age etc ttc gtt eta ctg cgc gtc ttc 267 

Asn Ala Cys Leu Leu Thr Gly Ser Leu Phe Val Leu Leu Arg Val Phe 

30 35 40 45 

age ttt gag ccg gtg ccc tct tgc agg gec ctg cag gtg etc aag ccc 315 

Ser Phe Glu Pro Val Pro Ser Cys Arg Ala Leu Gin Val Leu Lys Pro 

50 55 60 

egg gac cgc att tct gec ate gee cac cgt ggc ggc age cac gac gcg 363 

Arg Asp Arg He Ser Ala He Ala His Arg Gly Gly Ser His Asp Ala 

65 70 75 

ccc gag aac acg ctg gcg gec att egg cag gca get aag aat gga gca 411 

Pro Glu Asn Thr Leu Ala Ala lie Arg Gin Ala Ala Lys Asn Gly Ala 

80 85 90 

aca ggc gtg gag ttg gac att gag ttt act tct gac ggg att cct gtc 459 

Thr Gly Val Glu Leu Asp lie Glu Phe Thr Ser Asp Gly lie Pro Val 

95 100 105 

tta atg cac gat aac aca gta gat agg acg act gat ggg act ggg cga 507 

Leu Met His Asp Asn Thr Val Asp Arg Thr Thr Asp Gly Thr Gly Arg 

110 115 120 125 

ttg tgt gat ttg aca ttt gaa caa att agg aag ctg aat cct gca gca 555 

Leu Cys Asp Leu Thr Phe Glu Gin He Arg Lys Leu Asn Pro Ala Ala 

130 135 140 

aac cac aga etc agg aat gat ttc cct gat gaa aag ate cct acc eta 603 

Asn His Arg Leu Arg Asn Asp Phe Pro Asp Glu Lys He Pro Thr Leu 
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145 150 155 

agg gaa get gtt gca gag tgc eta aac cat aac etc aca ate ttc ttt 651 

Arg Glu Ala Val Ala Glu Cys Leu Asn His Asn Leu Thr He Phe Phe 

160 165 170 

gat gtc aaa ggc cat gca cac aag get act gag get eta aag aaa atg 699 

Asp Val Lys Gly His Ala His Lys Ala Thr Glu Ala Leu Lys Lys Met 

175 180 185 

tat atg gaa ttt cct caa ctg tat aat aat agt gtg gtc tgt tct ttc 747 

Tyr Met Glu Phe Pro Gin Leu Tyr Asn Asn Ser Val Val Cys Ser Phe 

190 195 200 205 

ttg cca gaa gtt ate tac aag atg aga caa aca gat egg gat gta ata 795 

Leu Pro Glu Val He Tyr Lys Met Arg Gin Thr Asp Arg Asp Val He 

210 215 220 

aca gca tta act cac aga cct tgg age eta age cat aca gga gat ggg 843 

Thr Ala Leu Thr His Arg Pro Trp Ser Leu Ser His Thr Gly Asp Gly 

225 230 235 

aaa cca cgc tat gat act ttc tgg aaa cat ttt ata ttt gtt atg atg 891 

Lys Pro Arg Tyr Asp Thr Phe Trp Lys His Phe He Phe Val Met Met 

240 245 250 

gac att ttg etc gat tgg age atg cat aat ate ttg tgg tac ctg tgt 939 

Asp He Leu Leu Asp Trp Ser Met His Asn He Leu Trp Tyr Leu Cys 

255 260 265 

gga att tea get ttc etc atg caa aag gat ttt gta tec ccg gec tac 987 

Gly He Ser Ala Phe Leu Met Gin Lys Asp Phe Val Ser Pro Ala Tyr 

270 275 280 285 

ttg aag aag tgg tea get aaa gga ate cag gtt gtt ggt tgg act gtt 1035 

Leu Lys Lys Trp Ser Ala Lys Gly He Gin Val Val Gly Trp Thr Val 
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290 295 300 



aat acc ttt gat gaa aag agt tac tac gaa tec cat ctt ggt tec age 1083 
Asn Thr Phe Asp Glu Lys Ser Tyr Tyr Glu Ser His Leu Gly Ser Ser 
305 310 315 



tat ate ac 


[ gac age atg gta gaa 


gac tgc gaa 


cct cac ttc 


1125 


Tyr He Thr Asp Ser Met Val Glu Asp Cys Glu 


Pro His Phe 




320 


325 




330 






tagactt tea 


cggtgggacg 


aaacgggttc 


agaaactgee 


aggggectea 


tacagggata 


1185 


tcaaaatacc 


ctttgtgcta 


gcccaggccc 


tggggaatca 


ggtgactcac 


acaaatgeaa 


1245 


tagt tggtca 


ctgcattttt 


acctgaacca 


aagctaaacc 


cggtgttgcc 


accatgcacc 


1305 


atggcatgcc 


agagt tcaac 


actgttgctc 


ttgaaaatct 


gggtctgaaa 


aaacgcacaa 


1365 


gagcccctgc 


cctgccctag 


ctgaggcaca 


cagggagacc 


cagtgaggat 


aagcacagat 


1425 


tgaattgtac 


agt ttgeaga 


tgcagatgta 


aatgcatggg 


acatgeatga 


taactcagag 


1485 


ttgacattt t 


aaaact tgee 


acact tat tt 


caaatatttg 


tactcagcta 


tgttaacatg 


1545 


tactgtagac 


atcaaact tg 


tggecatact 


aataaaatta 


ttaaaaggag 


cactaaagga 


1605 


aaactgtgtg 


ccaagcatca 


tatcctaagg 


cataeggaat 


ttggggaagc 


caccatgcaa 


1665 


tccagtgagg 


cttcagtgta 


cagcaaccaa 


aatggtaggg 


aggtcttgaa 


gecaatgagg 


1725 


gatttatagc 


atcttgaata 


gagagctgea 


aaccaccagg 


gggcagagtt 


gcatttttcc 


1785 


aggcttttta 


ggaagctctg 


caacagatgt 


gatctgatca 


taggcaatta 


gaactggaag 


1845 


aaacttccaa 


aaatatctag 


gtttgtcctc 


attttacaaa 


tgaggaaact 


aaactctgtg 


1905 


gaagggaagg 


ggttgcctca 


aaagtcacag 


cttagctggg 


cacagtggct 


catgecgata 


1965 


atcccagcaa 


t tcagaaagc 


tgaggcagga 


ggattactlg 


aggecagact 


gggcaatata 


2025 


gcaagacccc 


atctctaaaa 


aattaggcat 


ggtggtgcat 


gectgtatte 


ccagctactc 


2085 


aggaggttga 


ggtgggagga 


tcacttgagc 


ccagaagttc 


aaggctgcaa 


tgagccatga 2145 


ttacaccacg 


gcactacaac 


cttggtggca 


cagtgagaac 


ctgactctt 




2194 



<210> 154 
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<211> 331 
<212> PRT 

<213> Homo sapiens 
<400> 154 

Met Trp Leu Trp Glu Asp Gin Gly Gly Leu Leu Gly Pro Phe Ser Phe 

15 10 15 

Leu Leu Leu Val Leu Leu Leu Val Thr Arg Ser Pro Val Asn Ala Cys 

20 25 30 

Leu Leu Thr Gly Ser Leu Phe Val Leu Leu Arg Val Phe Ser Phe Glu 

35 40 45 

Pro Val Pro Ser Cys Arg Ala Leu Gin Val Leu Lys Pro Arg Asp Arg 

50 55 60 

He Ser Ala He Ala His Arg Gly Gly Ser His Asp Ala Pro Glu Asn 
65 70 75 80 

Thr Leu Ala Ala He Arg Gin Ala Ala Lys Asn Gly Ala Thr Gly Val 

85 90 95 

Glu Leu Asp lie Glu Phe Thr Ser Asp Gly He Pro Val Leu Met His 

100 105 110 

Asp Asn Thr Val Asp Arg Thr Thr Asp Gly Thr Gly Arg Leu Cys Asp 

115 120 125 

Leu Thr Phe Glu Gin He Arg Lys Leu Asn Pro Ala Ala Asn His Arg 

130 135 140 

Leu Arg Asn Asp Phe Pro Asp Glu Lys He Pro Thr Leu Arg Glu Ala 
145 150 155 160 

Val Ala Glu Cys Leu Asn His Asn Leu Thr He Phe Phe Asp Val Lys 
165 170 175 
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Gly His Ala His Lys Ala Thr Glu Ala Leu Lys Lys Met Tyr Met Glu 

180 185 190 

Phe Pro Gin Leu Tyr Asn Asn Ser Val Val Cys Ser Phe Leu Pro Glu 

195 200 205 

Val He Tyr Lys Met Arg Gin Thr Asp Arg Asp Val He Thr Ala Leu 

210 215 220 

Thr His Arg Pro Trp Ser Leu Ser His Thr Gly Asp Gly Lys Pro Arg 
225 230 235 240 

Tyr Asp Thr Phe Trp Lys His Phe He Phe Val Met Met Asp He Leu 

245 250 255 

Leu Asp Trp Ser Met His Asn He Leu Trp Tyr Leu Cys Gly He Ser 

260 265 270 

Ala Phe Leu Met Gin Lys Asp Phe Val Ser Pro Ala Tyr Leu Lys Lys 

275 280 285 

Trp Ser Ala Lys Gly He Gin Val Val Gly Trp Thr Val Asn Thr Phe 

290 295 300 

Asp Glu Lys Ser Tyr Tyr Glu Ser His Leu Gly Ser Ser Tyr He Thr 
305 310 315 320 

Asp Ser Met Val Glu Asp Cys Glu Pro His Phe 
325 330 

<210> 155 

<211> 3377 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 
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<222> (44).. (1666) 
<400> 155 

gcctctgcac ccctactgct tctgctttga aggcggaggc tec atg ttg tec cct 55 

Met Leu Ser Pro 
1 

cag cga gtg gga gca get gec tea aga gga gca gat gat gee atg gag 103 

Gin Arg Val Gly Ala Ala Ala Ser Arg Gly Ala Asp Asp Ala Met Glu 

5 10 15 20 

age age aag cct ggt cca gtg cag gtt gtt ttg gtt cag aaa gat caa 151 

Ser Ser Lys Pro Gly Pro Val Gin Val Val Leu Val Gin Lys Asp Gin 

25 30 35 

cat tec ttt gag eta gat gag aaa gee ttg gee age ate etc ttg cag 199 

His Ser Phe Glu Leu Asp Glu Lys Ala Leu Ala Ser He Leu Leu Gin 

40 45 50 

gac cac ate cga gat ctt gat gtg gtg gtg gtt tea gtg get ggt gee 247 

Asp His He Arg Asp Leu Asp Val Val Val Val Ser Val Ala Gly Ala 

55 60 65 

ttc cga aag ggc aag tec ttc att ctg gat ttt atg eta cga tac tta 295 

Phe Arg Lys Gly Lys Ser Phe He Leu Asp Phe Met Leu Arg Tyr Leu 

70 75 80 

tat tct cag aag gaa agt ggc cat tea aat tgg ttg ggt gac cca gaa 343 

Tyr Ser Gin Lys Glu Ser Gly His Ser Asn Trp Leu Gly Asp Pro Glu 

85 90 95 100 

gaa ccg tta aca gga ttt tec tgg aga ggg gga tct gat cca gaa ace 391 

Glu Pro Leu Thr Gly Phe Ser Trp Arg Gly Gly Ser Asp Pro Glu Thr 

105 110 115 

act ggg att caa ate tgg agt gaa gtt ttc act gtg gag aag cca ggt 439 
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Thr Gly He Gin He Trp Ser Glu Val Phe Thr Val Glu Lys Pro Gly 

120 125 130 

ggg aag aag gtt gca gtt gtt ctg atg gat acc cag ggg gca ttt gac 487 

Gly Lys Lys Val Ala Val Val Leu Met Asp Thr Gin Gly Ala Phe Asp 

135 140 145 

age cag tea act gtg aaa gac tgt get acc ate ttt get eta age act 535 

Ser Gin Ser Thr Val Lys Asp Cys Ala Thr He Phe Ala Leu Ser Thr 

150 155 160 

atg act agt tct gtt cag att tat aat tta tct cag aac att caa gaa 583 

Met Thr Ser Ser Val Gin He Tyr Asn Leu Ser Gin Asn He Gin Glu 

165 170 175 180 

gat gat ctt caa cag ctg cag etc ttc aca gaa tac ggt cgt ctg gca 631 

Asp Asp Leu Gin Gin Leu Gin Leu Phe Thr Glu Tyr Gly Arg Leu Ala 

185 190 195 

atg gat gaa att ttc caa aag cct ttc cag aca ctg atg ttt ttg gtt 679 

Met Asp Glu He Phe Gin Lys Pro Phe Gin Thr Leu Met Phe Leu Val 

200 205 210 

aga gat tgg agt ttc cct tat gaa tat age tat gga etc caa gga gga 727 

Arg Asp Trp Ser Phe Pro Tyr Glu Tyr Ser Tyr Gly Leu Gin Gly Gly 

215 220 225 

atg gca ttt ttg gat aag cgt tta cag gtg aag gaa cat caa cat gaa 775 

Met Ala Phe Leu Asp Lys Arg Leu Gin Val Lys Glu His Gin His Glu 

230 235 240 

gaa att cag aat gtt cga aat cac att cac tea tgt ttc tec gat gtc 823 

Glu He Gin Asn Val Arg Asn His lie His Ser Cys Phe Ser Asp Val 

245 250 255 260 
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acc tgc ttt etc tta cca cat cca gga etc cag gtg gec aca age cct 871 
Thr Cys Phe Leu Leu Pro His Pro Gly Leu Gin Val Ala Thr Ser Pro 

265 270 275 

gac ttt gat ggg aaa tta aaa gat alt get ggt gaa ttc aaa gag cag 919 
Asp Phe Asp Gly Lys Leu Lys Asp He Ala Gly Glu Phe Lys Glu Gin 

280 285 290 

tta cag gca ctg ata ccg tat gta tta aac cca tct aag tta atg gaa 967 
Leu Gin Ala Leu He Pro Tyr Val Leu Asn Pro Ser Lys Leu Met Glu 

295 300 305 

aag gag ate aat ggc tea aag gtc acc tgt egg gga eta ctg gag tat 1015 
Lys Glu He Asn Gly Ser Lys Val Thr Cys Arg Gly Leu Leu Glu Tyr 

310 315 320 

ttt aag gca tat att aaa att tat caa gga gaa gat ctg cct cac ccc 1063 
Phe Lys Ala Tyr He Lys He Tyr Gin Gly Glu Asp Leu Pro His Pro 
325 330 335 340 

aag tec atg ctt cag gec act get gaa gec aac aac tta gca get gca 1111 
Lys Ser Met Leu Gin Ala Thr Ala Glu Ala Asn Asn Leu Ala Ala Ala 

345 350 355 

gec tct gec aag gac att tat tat aac aac atg gaa gag gtt tgt ggg 1159 
Ala Ser Ala Lys Asp He Tyr Tyr Asn Asn Met Glu Glu Val Cys Gly 

360 365 370 

gga gag aaa cct tat ttg tct cca gac att eta gag gag aag cac tgt 1207 
Gly Glu Lys Pro Tyr Leu Ser Pro Asp He Leu Glu Glu Lys His Cys 

375 380 385 

gaa ttc aaa caa ctt get ctg gac cat ttt aag aag acc aag aag atg 1255 
Glu Phe Lys Gin Leu Ala Leu Asp His Phe Lys Lys Thr Lys Lys Met 
390 395 400 
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ggt ggg aag gat ttc age ttt cgt tac cag cag gag ctg gag gag gaa 1303 
Gly Gly Lys Asp Phe Ser Phe Arg Tyr Gin Gin Glu Leu Glu Glu Glu 
405 410 415 420 

ate aag gaa tta tat gag aac ttc tgc aag cac aat ggt age aag aac 1351 
lie Lys Glu Leu Tyr Glu Asn Phe Cys Lys His Asn Gly Ser Lys Asn 

425 430 435 

gtc ttc age ace ttc cga acc cct gca gtg ctg ttc acg ggc att gta 1399 
Val Phe Ser Thr Phe Arg Thr Pro Ala Val Leu Phe Thr Gly He Val 

440 445 450 

get ttg tac ata gee tea ggc etc act ggc ttc ata ggt ctt gag gtt 1447 
Ala Leu Tyr He Ala Ser Gly Leu Thr Gly Phe He Gly Leu Glu Val 

455 460 465 

gta gec cag ttg ttc aac tgt atg gtt gga eta ctg tta ata gca etc 1495 
Val Ala Gin Leu Phe Asn Cys Met Val Gly Leu Leu Leu He Ala Leu 

470 475 480 

etc acc tgg ggc tac ate agg tat tct ggt caa tat cgt gag ctg ggc 1543 
Leu Thr Trp Gly Tyr He Arg Tyr Ser Gly Gin Tyr Arg Glu Leu Gly 
485 490 495 500 

gga get att gat ttt ggt gec gca tat gtg ttg gag cag get tct tct 1591 
Gly Ala He Asp Phe Gly Ala Ala Tyr Val Leu Glu Gin Ala Ser Ser 

505 510 515 

cat ate ggt aat tec act cag gee act gtg agg gat gca gtt gtt gga 1639 
His lie Gly Asn Ser Thr Gin Ala Thr Val Arg Asp Ala Val Val Gly 

520 525 530 

aga cca tec atg gat aaa aaa get caa tagcatctta aegtgaagat 1686 
Arg Pro Ser Met Asp Lys Lys Ala Gin 
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535 540 



caaacaagaa 


caraacaa£0 


ccctactgat 


ttctgggttt ctgccacggc 


cacaggttca 


1746 


t a tec a£ag£ 


aa t ££ca£a t 

Oil L Q Vy U CI I 


c t gasacEa t 


ccaggaagag ctaaaacatg gccctgtaat 


1806 


aaa t sagf ae 

UC1U I. O " O ^ *■* O 


acctctcctg 


tggtttcaaa 


ttattaaaca cacttccatt 


tctcttggaa 


1866 


scat t tot 1 1 

5 1 U l l i Vj i i i 


tccttgctgt 


tatagatgca 


agcctgtgtc tattttcata 


t tactctgct 


1926 


t t gt t pp a r 1 1 


tatggaggag gaagctagag 


gaaaaatgga aatgcagctt 


ttaagttctt 


1986 

i o u \j 


I d L 5 L gLL dL 


ttagtgcctt 


ttaagattga 


ttccatggtt ttgcacacac 


gatggggagg 


?04fi 

LXJH U 


5&d I &&d55d 


taacctcatg 


aaaggtgcca 


ttttcgggtg aaacttgaca 


tttcttttat 


6 I UU 


dC ILL aL L I I 


tgagaaggat 


tctttttttt 


ttgagttgga gtctcgctct 


gtcaccaggc 


L 1 U U 


I LgdgLgLdg 


tggtgtgatc 


ttggctcact 


gcaacctctg cctgccgggt 


tcaagcagtt 


???fi 
L L L U 


C L LC I gt t LC 


agcctcccaa 


gtagctggga 


ctacaggtgt acgccaccat 


acccagctaa 


660U 


I L I I L I 15 Ld 


tttttagtag agatggggtt 


tcaccatgtt ggccaggatg gtcttggtct 




C I LgdCC I Lg 


tgatccgcct 


gcccgcct tg 


gcctcccaaa gtgctgggat 


tacaggcgtg 


2406 


agCtdCGg lg 


cccggccaag 


aaggattcct 


tttttaaaag tttacagaac 


ttggagaaac 


2466 


L L CdgddL I a 


aagactaact 


gaaaatgatg 


tcaltacact caaaaaaaat 


ttacaatagg 2526 


gdd L LL lg I I 


gccacatagt 


gtggaaaaat 


catgtcatat ttaaatatac catactctga 


2586 


da 1 5 1 5d5& L 


ttttacccag 


taggctgaca 


gttttgttgc aacttgctct 


attttttttt 


2646 


l L L l L l 55 LL 


cctatagctt 


ctttctagaa 


aaagaggcaa acgtgccttg aaaagccaga 


2706 


5 L 56l I l/d L a 


ataaaaggaa 


tgcgctagat 


acttcaagaa aaaagctaag tttaaatgaa 2766 


t pt Parr 


tctgataagt 


cacttgaact 


tgtgccttag tcaggttcac 


tgtaggttta 


2826 


ra t fl t (?t a 1 £ 


tatgttttac 


acaactct tg 


taattgtcat ttgaggggtt 


cac t tec tec 


2886 


t rrrarrrrr 


tgggagcggc 


cctgcgctgt 


cactgacatc tcattaaaaa 


aaaaaaaaaa 


2946 


1 1 1 qc t c t ra 


aggtgtttga ggctttaatg 


caacccttta gcccttggtt ctttttggtg 3006 


rsa pa a t t p t 
v> ci q 5 ci ci 1 iu 1 


ggctgtttac ctcagactca 


gacccctgaa atgttgccaa attcttcaaa 


3066 


taactgtttg 


gggggtgggg ggagatgaaa 


gagagtcgcg ttttgtttac 


agttaaagac 


3126 


atccaatatc 


t taaaaagga 


gttttccttt 


agaaacacac acacccttcc 


tettgetcaa 


3186 


aagatctcac 


tccatgatac 


tgtgtaaaat 


atttttgcac tgttgtgaag 


tatttttgac 


3246 
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ttttttctgt acataactgt gttctcagag ctgaatgttt atatcttttg ctgtgcaaaa 3306 
gaaacatgta aaatgttgtt cagttgtata tacagaaatg tgtataaaac attttgttat 3366 
tttttaaaag t 3377 

<210> 156 
<211> 541 
<212> PRT 
<213> Homo sapiens 
<400> 156 

Met Leu Ser Pro Gin Arg Val Gly Ala Ala Ala Ser Arg Gly Ala Asp 

15 10 15 

Asp Ala Met Glu Ser Ser Lys Pro Gly Pro Val Gin Val Val Leu Val 

20 25 30 

Gin Lys Asp Gin His Ser Phe Glu Leu Asp Glu Lys Ala Leu Ala Ser 

35 40 45 

He Leu Leu Gin Asp His He Arg Asp Leu Asp Val Val Val Val Ser 

50 55 60 

Val Ala Gly Ala Phe Arg Lys Gly Lys Ser Phe lie Leu Asp Phe Met 
65 70 75 80 

Leu Arg Tyr Leu Tyr Ser Gin Lys Glu Ser Gly His Ser Asn Trp Leu 

85 90 95 

Gly Asp Pro Glu Glu Pro Leu Thr Gly Phe Ser Trp Arg Gly Gly Ser 

100 105 110 

Asp Pro Glu Thr Thr Gly He Gin lie Trp Ser Glu Val Phe Thr Val 

115 120 125 

Glu Lys Pro Gly Gly Lys Lys Val Ala Val Val Leu Met Asp Thr Gin 
130 335 140 
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Gly Ala Phe Asp Ser Gin Ser Thr Val Lys Asp Cys Ala Thr lie Phe 
145 150 155 160 

Ala Leu Ser Thr Met Thr Ser Ser Val Gin He Tyr Asn Leu Ser Gin 

165 170 175 

Asn He Gin Glu Asp Asp Leu Gin Gin Leu Gin Leu Phe Thr Glu Tyr 

180 185 190 

Gly Arg Leu Ala Met Asp Glu He Phe Gin Lys Pro Phe Gin Thr Leu 

195 200 205 

Met Phe Leu Val Arg Asp Trp Ser Phe Pro Tyr Glu Tyr Ser Tyr Gly 

210 215 220 

Leu Gin Gly Gly Met Ala Phe Leu Asp Lys Arg Leu Gin Val Lys Glu 
225 230 235 240 

His Gin His Glu Glu He Gin Asn Val Arg Asn His He His Ser Cys 

245 250 255 

Phe Ser Asp Val Thr Cys Phe Leu Leu Pro His Pro Gly Leu Gin Val 

260 265 270 

Ala Thr Ser Pro Asp Phe Asp Gly Lys Leu Lys Asp He Ala Gly Glu 

275 280 285 

Phe Lys Glu Gin Leu Gin Ala Leu He Pro Tyr Val Leu Asn Pro Ser 

290 295 300 

Lys Leu Met Glu Lys Glu He Asn Gly Ser Lys Val Thr Cys Arg Gly 
305 310 315 320 

Leu Leu Glu Tyr Phe Lys Ala Tyr He Lys He Tyr Gin Gly Glu Asp 

325 330 335 

Leu Pro His Pro Lys Ser Met Leu Gin Ala Thr Ala Glu Ala Asn Asn 
340 345 350 
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Leu Ala Ala Ala Ala Ser Ala Lys Asp lie Tyr Tyr Asn Asn Met Glu 

355 360 365 

Glu Val Cys Gly Gly Glu Lys Pro Tyr Leu Ser Pro Asp He Leu Glu 

370 375 380 

Glu Lys His Cys Glu Phe Lys Gin Leu Ala Leu Asp His Phe Lys Lys 
385 390 395 400 

Thr Lys Lys Met Gly Gly Lys Asp Phe Ser Phe Arg Tyr Gin Gin Glu 

405 410 415 

Leu Glu Glu Glu He Lys Glu Leu Tyr Glu Asn Phe Cys Lys His Asn 

420 425 430 

Gly Ser Lys Asn Val Phe Ser Thr Phe Arg Thr Pro Ala Val Leu Phe 

435 440 445 

Thr Gly lie Val Ala Leu Tyr He Ala Ser Gly Leu Thr Gly Phe He 

450 455 460 

Gly Leu Glu Val Val Ala Gin Leu Phe Asn Cys Met Val Gly Leu Leu 
465 470 475 480 

Leu He Ala Leu Leu Thr Trp Gly Tyr lie Arg Tyr Ser Gly Gin Tyr 

485 490 495 

Arg Glu Leu Gly Gly Ala He Asp Phe Gly Ala Ala Tyr Val Leu Glu 

500 505 510 

Gin Ala Ser Ser His He Gly Asn Ser Thr Gin Ala Thr Val Arg Asp 

515 520 525 

Ala Val Val Gly Arg Pro Ser Met Asp Lys Lys Ala Gin 
530 535 540 

<2 1 0> 157 
< 2 1 1 > 2172 
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<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (45).. (563) 

<400> 157 

ggaacacggc acccgcactg cgcgtcatgg tgcaggcctg gtat atg gac gac gcc 56 

Met Asp Asp Ala 
1 

ccg ggc gac ccg egg caa ccc cac cgc ccc gac ccc ggc cgc cca gtg 104 
Pro Gly Asp Pro Arg Gin Pro His Arg Pro Asp Pro Gly Arg Pro Val 
5 10 15 20 

ggc ctg gag cag ctg egg egg etc ggg gtg etc tac tgg aag ctg gat 152 
Gly Leu Glu Gin Leu Arg Arg Leu Gly Val Leu Tyr Trp Lys Leu Asp 

25 30 35 

get gac aaa tat gag aat gat cca gaa tta gaa aag ate cga aga gag 200 
Ala Asp Lys Tyr Glu Asn Asp Pro Glu Leu Glu Lys He Arg Arg Glu 

40 45 50 

agg aac tac tec tgg atg gac ate ata acc ata tgc aaa gat aaa eta 248 
Arg Asn Tyr Ser Trp Met Asp lie He Thr lie Cys Lys Asp Lys Leu 

55 60 65 

cca aat tat gaa gaa aag att aag atg ttc tac gag gag cat ttg cac 296 
Pro Asn Tyr Glu Glu Lys He Lys Met Phe Tyr Glu Glu His Leu His 

70 75 80 

ttg gac gat gag ate cgc tac ate ctg gat ggc agt ggg tac ttc gat 344 
Leu Asp Asp Glu He Arg Tyr He Leu Asp Gly Ser Gly Tyr Phe Asp 
85 90 95 100 
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gtg agg gac aag gag gac cag tgg 


ate egg ate 


ttc atg gag aag gga 


392 


Val Arg Asp Lys Glu Asp Gin Trp 


He Arg He 


Phe Met Glu Lys Gly 




105 


110 


115 




gac atg gtg acg etc ccc gcg ggg 


ate tat cac 


cgc ttc acg gtg gac 


440 


Asp Met Val Thr Leu Pro Ala Gly 


He Tyr His 


Arg Phe Thr Val Asp 




120 


125 


130 




gag aag aac tac acg aag gec atg egg ctg ttt 


gtg gga gaa ccg gtg 


488 


Glu Lys Asn Tyr Thr Lys Ala Met Arg Leu Phe 


Val Gly Glu Pro Val 




135 140 




145 




tgg aca gcg tac aac egg ccc get 


gac cat ttt 


gaa gec cgc ggg cag 


536 


Trp Thr Ala Tyr Asn Arg Pro Ala Asp His Phe 


Glu Ala Arg Gly Gin 




150 155 




160 




tac gtg aaa ttt ctg gca cag acc 


gee tagcagtget gectgggaac 


583 


Tyr Val Lys Phe Leu Ala Gin Thr 


Ala 






165 170 








taacacgtgc ctegtaaagg tccccaatgt 


aatgactgag 


cagaaaatca atcactttct 


643 


etttgetttt agaggatagc cttgaggcta 


gattatcttt 


cctttgtaag attatttgat 


703 


cagaatattt tgtaatgaaa ggatctagaa 


agcaact tgg 


aagtgtaaag agtcaccttc 


763 


attttctgta actcaatcaa gactggtggg 


tccatggccc 


tgtgttagtt catgeattea 


823 


gttgagtccc aaatgaaagt ttcatctccc 


gaaatgcagt 


tccttagatg cccatctgga 


883 


cgtgatgccg cgcctgccgt gtaagaaggt 


gcaatcctag 


ataacacagc tagecagata 


943 


gaagacactt ttttctccaa aatgatgect 


tggggtgggg 


agtggtaggg ggaagagctc 


1003 


ccaccctaag gggcacacac tgagttgctt 


atgccacttc 


cttgttcaaa ataaagtaac 


1063 


tgecttaate ttatactcat ggcttggagt 


tacct tatat 


tcaggtatat gtgatatttt 


1123 


gcctggtttg ttaaaattgc cccatttaga 


ttccttctat 


aattgttctt atagataagt 


1183 


aatttatata tgagctgtgt tagtattttt 


tcagtgtgag 


atctctggat tctttcacaa 


1243 
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£33 t \ t t 'A'AC 
b ci u l 1 t lauv 


aggagtatta gtacataaat 


1 1 tc tac tea 


acaat tccga 


1303 


t a ££?a 1 1 a 

5a 10550 I III 


t ffrr t a£ 1 1 1 


gtcatatcac 


agaaaaactc 


caagttaact 


tcatgttttg 


1363 


6 a C1555U £155 


test 1 1 1 taa 


agtatttctt 


tttttaactg gatgaaaaat 


cttcatgtta 


1423 


55Q l l a a l l L 


t r t 1 aa t par 


ctccacactg 


tacagaggaa actcaagcct 


taaatgt t ta 


1483 


a£$ lacicii it 1 


£?l r I raff t t t 


taggat taaa 


atacccaccg gtggtgtgat 


gatgecatat 


1543 






caagtgtgac 


tctatctcag 


taattaaaat 


aagtgctgat 


1603 




1 I I fhot per 
I l l l Ida 155 


attcatttct 


aaatgggcat 


tataaataga gcttgttcat 


1663 


1 1 1 1 aagddt 


CT 9 9 9 P 9 t t P £i 


tatgataaac 


tatcget t ta 


aattgccttt 


ettgettcat 


1723 


dlddOlLlLL 


c c t c t c acfpp 
L t t 5 L LdB5 d 


tcct tagtgt 


ttgaaactcc 


tcgtgcgggg ctggcctcct 


1783 


gCggdC IC I d 


rr r t r r* err* p t p 
g L I L L 5LL L t 


cttgatgtgg cgcctgggat 


ttcttcactt 


cagagctgta 


1843 


t f f f t a r» 9 crcr 


f* 9 9 (7 9 CT t QQ(T 

L ddgag I adg 


ttcctgggca cagtggctca 


tgcctgtaat 


ctcagctact 


1903 


CaggdggL I d 


"66 Lgggdgg 


attcttagag cctgggaggt 


egaggctgea gtgagctgtg 


1963 


al IglggCCa 


r* t rr p np t p p 9 


gcctgggtga 


cagagegaga 


c tc tgtc tea 


aaaaagaaga 


2023 


ddgagiadgd 


gt I gdggtd I 


ataatagaat 


tetgetaaag cacttaaggt 


gaaatcacat 


2083 


tttcttttcc 


caggatgt tg 


ctcacatct t 


tegtttttat 


tgaggtgtca 


tt tatgtaca 


2143 


ataaaatgta 


ctcat tttca 


gtgtttttg 








2172 



<210> 158 
<211> 173 
<212> PRT 

<213> Homo sapiens 
<400> 158 

Met Asp Asp Ala Pro Gly Asp Pro Arg Gin Pro His Arg Pro Asp Pro 

15 10 15 

Gly Arg Pro Val Gly Leu Glu Gin Leu Arg Arg Leu Gly Val Leu Tyr 

20 25 30 

Trp Lys Leu Asp Ala Asp Lys Tyr Glu Asn Asp Pro Glu Leu Glu Lys 



513/527 



WO 01/25427 PCT/JPOO/06840 

35 40 45 

He Arg Arg Glu Arg Asn Tyr Ser Trp Met Asp He He Thr He Cys 

50 55 60 

Lys Asp Lys Leu Pro Asn Tyr Glu Glu Lys lie Lys Met Phe Tyr Glu 
65 70 75 80 

Glu His Leu His Leu Asp Asp Glu lie Arg Tyr He Leu Asp Gly Ser 

85 90 95 

Gly Tyr Phe Asp Val Arg Asp Lys Glu Asp Gin Trp He Arg He Phe 

100 105 110 

Met Glu Lys Gly Asp Met Val Thr Leu Pro Ala Gly He Tyr His Arg 

115 120 125 

Phe Thr Val Asp Glu Lys Asn Tyr Thr Lys Ala Met Arg Leu Phe Val 

130 135 140 

Gly Glu Pro Val Trp Thr Ala Tyr Asn Arg Pro Ala Asp His Phe Glu 
145 150 155 160 

Ala Arg Gly Gin Tyr Val Lys Phe Leu Ala Gin Thr Ala 
165 170 

<210> 159 
<211> 20 
<212> DNA 
<220> 

<223> Description of the artificial seguence:an artificially synthesized primer 
sequence 

<400> 159 

ggaaglgtta cttctgctct 20 
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<210> 160 
<211> 50 
<212> DNA 
<220> 

<223> Description of the artificial sequence:an artificially synthesized primer 
sequence 

<400> 160 

gagagagaga gagagagaga actagtctcg agtttttttt tttttttttt 50 



<210> 161 
<211> 41 
<212> DNA 
<220> 

<223> Description of the artificial sequence:an artificially synthesized primer 
sequence 

<400> 161 

gagagagaga gagagagcgg ccgcactagt cccccccccc c 41 

<210> 162 
<211> 30 
<212> RNA 

<213> Arti f icial Sequence 
<220> 

<223> Description of the artificial sequence: an artificially synthesized ol i go- 
cap linker sequence 
<400> 162 

agcaucgagu cggccuuguu ggccuacugg 30 

<210> 163 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: an artificially synthesized 
ol igo (dT) primer sequence 
<400> 163 

gcggctgaag aeggectatg tggccttttt tttttttttt tt 42 
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<210> 164 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: an artificially synthesized primer 

sequence 

<400> 164 

agcatcgagt cggccttgtt g 21 



<210> 165 
<211> 21 
<2 1 2> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: an artificially synthesized primer 

sequence 

<400> 165 

gcggctgaag acggcctatg t 21 

<210> 166 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: an artificially synthesized primer 

sequence 

<400> 166 

actttattgt catagtttag atctattttg 30 



<210> 167 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequence: an artificially synthesized primer 

sequence 

<400> 167 

ataatcctta aaaactccat ttccacccct 30 



<210> 168 
<211> 1536 
<212> DNA 

<213> Homo sapiens 
<220> 
<221> CDS 
<222>(139).. (1062) 
<400> 168 

GTGCTCCGCC GCCCGCCCCG ACCCGGGCCC AGCCGCCTCC ACGGCCCGCG CTCGTACTGG 60 
AGCGAAGAGC GGCCTCCTGA GGGAGGGGAA GGGACGTGGG GGCGGCCACG GCAGGATTAA 120 
CCTCCATTTC AGCTAATC ATG GGA GAG ATT AAA GTC TCT CCT GAT TAT AAC 171 

Met Gly Glu He Lys Val Ser Pro Asp Tyr Asn 
1 5 10 
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TGG TTT AGA GGT ACA GTT CCC CTT AAA AAG ATT ATT GTG GAT GAT GAT 219 
Trp Phe Arg Gly Thr Val Pro Leu Lys Lys lie He Val Asp Asp Asp 
15 20 25 

GAC AGT AAG ATA TGG TCG CTC TAT GAC GCG GGC CCC CGA ACT ATC AGG 267 
Asp Ser Lys He Trp Ser Leu Tyr Asp Ala Gly Pro Arg Ser He Arg 
30 35 40 

TGT CCT CTC ATA TTC CTG CCC CCT GTC AGT GGA ACT GCA GAT GTC TTT 315 
Cys Pro Leu He Phe Leu Pro Pro Val Ser Gly Thr Ala Asp Val Phe 
45 50 55 

TTC CGG CAG ATT TTG GCT CTG ACT GGA TGG GGT TAC CGG GTT ATC GCT 363 
Phe Arg Gin He Leu Ala Leu Thr Gly Trp Gly Tyr Arg Val He Ala 
60 65 70 75 

TTG CAG TAT CCA GTT TAT TGG GAC CAT CTC GAG TTC TGT GAT GGA TTC 411 
Leu Gin Tyr Pro Val Tyr Trp Asp His Leu Glu Phe Cys Asp Gly Phe 
80 85 90 

AGA AAA CTT TTA GAC CAT TTA CAA TTG GAT AAA GTT CAT CTT TTT GGC 459 
Arg Lys Leu Leu Asp His Leu Gin Leu Asp Lys Val His Leu Phe Gly 
95 100 105 

GCT TCT TTG GGA GGC TTT TTG GCC CAG AAA TTT GCT GAA TAT ACT CAC 507 
Ala Ser Leu Gly Gly Phe Leu Ala Gin Lys Phe Ala Glu Tyr Thr His 
110 115 120 

AAA TCT CCT AGA GTC CAT TCC CTA ATC CTC TGC AAT TCC TTC AGT GAC 555 
Lys Ser Pro Arg Val His Ser Leu He Leu Cys Asn Ser Phe Ser Asp 
125 130 135 

ACC TCT ATC TTC AAC CAA ACT TGG ACT GCA AAC AGC TTT TGG CTG ATG 603 
Thr Ser lie Phe Asn Gin Thr Trp Thr Ala Asn Ser Phe Trp Leu Met 
140 145 150 155 

CCT GCA TTT ATG CTC AAA AAA ATA GTT CTT GGA AAT TTT TCA TCT GGC 651 
Pro Ala Phe Met Leu Lys Lys lie Val Leu Gly Asn Phe Ser Ser Gly 
160 165 170 

CCG GTG GAC CCT ATG ATG GCT GAT GCC ATT GAT TTC ATG GTA GAC AGG 699 
Pro Val Asp Pro Met Met Ala Asp Ala He Asp Phe Met Val Asp Arg 
175 180 185 

CTA GAA AGT TTG GGT CAG AGT GAA CTG GCT TCA AGA CTT ACC TTG AAT 747 
Leu Glu Ser Leu Gly Gin Ser Glu Leu Ala Ser Arg Leu Thr Leu Asn 
190 195 200 

TGT CAA AAT TCT TAT GTG GTA CCT CAT AAA ATT CGG GAC ATA CCT GTA 795 
Cys Gin Asn Ser Tyr Val Val Pro His Lys He Arg Asp He Pro Val 
205 210 215 
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ACT ATT ATG GAT GTG TTT GAT CAG AGT GCG CTT TCA ACT GAA GCT AAA 843 
Thr He Met Asp Val Phe Asp Gin Ser Ala Leu Ser Thr Glu Ala Lys 
220 225 230 235 

GAA GAA ATG TAC AAG CTG TAT CCT AAT GCC CGA AGA GCT CAT CTG AAA 891 
Glu Glu Met Tyr Lys Leu Tyr Pro Asn Ala Arg Arg Ala His Leu Lys 
240 245 250 

ACA GGA GGC AAT TTC CCA TAC CTG TGC AGA AGT GCA GAG GTC AAT CTT 939 
Thr Gly Gly Asn Phe Pro Tyr Leu Cys Arg Ser Ala Glu Val Asn Leu 
255 260 265 

TAT GTA CAG ATA CAT TTG CTG CAA TTC CAT GGA ACC AAA TAC GCG GCC 987 
Tyr Val Gin He His Leu Leu Gin Phe His Gly Thr Lys Tyr Ala Ala 
270 275 280 

ATT GAC CCA TCA ATG GTC AGT GCC GAG GAG CTT GAG GTG CAG AAA GGC 1035 
He Asp Pro Ser Met Val Ser Ala Glu Glu Leu Glu Val Gin Lys Gly 
285 290 295 

AGC CTT GGC ATC AGC CAG GAG GAG CAG TAGTGTGTCT CTCGCTGTCA ATGATGA 1089 
Ser Leu Gly He Ser Gin Glu Glu Gin 
300 305 

GTTGACCCGG TGTGTTCTTG TATAGTCAGT GGCATCAGCA CCCGTCAGCC GGCCTTTTCC 1149 

TTCAGGTTCG TCAGGCTCAC CGGTTCTCAC TGTGTCTGGG AAGTAGGACT GATGGTCATC 1209 

TTCATGACAG GCGGCATCTC CACTAAGCCT GTGTAACTGT TCCCTCTTTG GTTTTCTTAG 1269 

CTTTTGAATT TGAAGAAGTA CTTTTGAAGA CTCCCATTTT AAGAACCGTG CAGATTTTGC 1329 

TACCAAAAGT CTTCACCACT GTGTTCTTAA GTGAATGTTA ATTTCTGAGG TTTGGGACTT 1389 

TGTGGTGGTT TTTTTCTTCT TTTCTTTTCC ATTCTTCTTT CTTTCTTTTT ATGTTGTTTG 1449 
CTGTAAATGC TGCACATCCA GATTGCATAT CAGGACATTG GTTATTTTAT GCTTTCTTGG 1509 

ATATAACCAT GATCAGAGTG CCATGGC 1536 

<210> 169 
<211> 308 
<212> PRT 

<213> Homo sapiens 
<400> 169 



Met Gly Glu He Lys 


Val 


Ser 


Pro 


Asp Tyr 


Asn 


Trp 


Phe 


Arg Gly 


Thr 


1 5 








10 








15 




Val Pro Leu Lys Lys 


He 


He 


Val 


Asp Asp 


Asp 


Asp 


Ser 


Lys He 


Trp 


20 








25 








30 




Ser Leu Tyr Asp Ala 


Gly 


Pro 


Arg 


Ser He 


Arg 


Cys 


Pro 


Leu He 


Phe 


35 






40 








45 






Leu Pro Pro Val Ser 


Gly 


Thr 


Ala 


Asp Val 


Phe 


Phe 


Arg 


Gin He 


Leu 


50 




55 








60 








Ala Leu Thr Gly Trp 


Gly 


Tyr 


Arg 


Val He 


Ala 


Leu 


Gin 


Tyr Pro 


Val 


65 


70 








75 








80 


Tyr Trp Asp His Leu 


Glu 


Phe 


Cys 


Asp Gly 


Phe 


Arg 


Lys 


Leu Leu 


Asp 


85 








90 








95 




His Leu Gin Leu Asp 


Lys 


Val 


His 


Leu Phe 


Gly 


Ala 


Ser 


Leu Gly 


Gly 


100 








105 








110 




Phe Leu Ala Gin Lys 


Phe 


Ala 


Glu 


Tyr Thr 


His 


Lys 


Ser 


Pro Arg 


Val 
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115 120 125 



His Ser 


Leu 


He 


Leu 


Cys Asn 


Ser 


Phe 


Ser 


Asp 


Thr 


Ser 


He 


Phe 


Asn 


130 








135 










140 










Gin Thr 


Trp 


Thr 


Ala 


Asn Ser 


Phe 


Trp 


Leu 


Met 


Pro 


Ala 


Phe 


Met 


Leu 


145 








150 








155 










160 


Lys Lys 


He 


Val 


Leu 


Gly Asn 


Phe 


Ser 


Ser 


Gly 


Pro 


Val 


Asp 


Pro 


Met 








165 








170 










175 




Met Ala 


Asp 


Ala 


He 


Asp Phe 


Met 


Val 


Asp 


Arg 


Leu 


Glu 


Ser 


Leu 


Gly 






180 








185 










190 






Gin Ser 


Glu 


Leu 


Ala 


Ser Arg 


Leu 


Thr 


Leu 


Asn 


Cys 


Gin 


Asn 


Ser 


Tyr 




195 








200 










205 








Val Val 


Pro 


His 


Lys 


He Arg 


Asp 


lie 


Pro 


Val 


Thr 


lie 


Met 


Asp 


Val 


210 








215 










220 










Phe Asp 


Gin 


Ser 


Ala 


Leu Ser 


Thr 


Glu 


Ala 


Lys 


Glu 


Glu 


Met 


Tyr 


Lys 


225 








230 








235 










240 


Leu Tyr 


Pro 


Asn 


Ala 


Arg Arg 


Ala 


His 


Leu 


Lys 


Thr 


Gly 


Gly 


Asn 


Phe 








245 








250 










255 




Pro Tyr 


Leu 


Cys 


Arg 


Ser Ala 


Glu 


Val 


Asn 


Leu 


Tyr 


Val 


Gin 


He 


His 






260 








265 










270 






Leu Lea 


Gin 


Phe 


His 


Gly Thr 


Lys 


Tyr 


Ala 


Ala 


He 


Asp 


Pro 


Ser 


Met 




275 








280 










285 








Val Ser 


Ala 


Glu 


Glu 


Leu Glu 


Val 


Gin 


Lys 


Gly 


Ser 


Leu 


Gly 


He 


Ser 



290 295 300 



Gin Glu Glu Gin 
305 

<210> 170 
<211> 2560 
<212> DNA 

<2 1 3> Homo sapiens 
<220> 
<221> CDS 
(202).. (1002) 
<400> 170 

CTGGCCTACT GGGGCTCCAG CCGTGTCCTG AGGAGCTGGA CCAGCCACAT CCCCTGGGGC 60 
TGCAGTTGAA GCAGAACCAA GTGGCCATCC CGGCGTTAGA CCGTAGGTTC CTGGTCCCGG 120 
AGTGGTCGGA GCCCGCCAGT GGGCAGGCAG CTCTTGCTCA CAGGCCGCGG TGCCCAGGCC 180 
GCTGGCTCTC CGCAGGGCGG A ATG GCG CTG CAA GTG GAG CTG GTA CCC ACC 231 

Met Ala Leu Gin Val Glu Leu Val Pro Thr 
1 5 10 

GGG GAG ATC ATC CGC GTG GTT CAT CCC CAC AGG CCC TGC AAG CTT GCC 279 
Gly Glu He He Arg Val Val His Pro His Arg Pro Cys Lys Leu Ala 
15 20 25 

CTG GGC AGT GAC GGG GTT CGG GTG ACC ATG GAG AGT GCG CTC ACC GCC 327 
Leu Gly Ser Asp Gly Val Arg Val Thr Met Glu Ser Ala Leu Thr Ala 
30 35 40 

CGT GAC CGG GTG GGG GTG CAG GAT TTC GTG CTG CTG GAG AAC TTC ACC 375 
Arg Asp Arg Val Gly Val Gin Asp Phe Val Leu Leu Glu Asn Phe Thr 
45 50 55 
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AGC GAG GCC GCC TTC ATC GGG AAC CTG CGG CGG CGA TTT CGG GAG AAT 423 
Ser Glu Ala Ala Phe He Gly Asn Leu Arg Arg Arg Phe Arg Glu Asn 
60 65 70 

CTC ATC TAC ACC TAG ATT GGC CCC GTC CTG GTC TCT GTC AAT CCC TAC 471 
Leu He Tyr Thr Tyr He Gly Pro Val Leu Val Ser Val Asn Pro Tyr 
75 80 85 90 

CGG GAC CTG CAG ATC TAC AGC CGG CAG CAT ATG GAG CGT TAC CGT GGC 519 
Arg Asp Leu Gin He Tyr Ser Arg Gin His Met Glu Arg Tyr Arg Gly 
95 100 105 

GTC AGC TTC TAT GAA GTG CCC CCT CAC CTG TTT GCC GTG GCG GAC ACT 567 
Val Ser Phe Tyr Glu Val Pro Pro His Leu Phe Ala Val Ala Asp Thr 
110 115 120 

GTG TAC CGA GCA CTG CGC ACG GAG CGT CGG GAC CAG GCT GTG ATG ATC 615 
Val Tyr Arg Ala Leu Arg Thr Glu Arg Arg Asp Gin Ala Val Met lie 
125 130 135 

TCT GGG GAG AGC GGG GCA GGC AAG ACC GAG GCC ACC AAG AGG CTG CTG 663 
Ser Gly Glu Ser Gly Ala Gly Lys Thr Glu Ala Thr Lys Arg Leu Leu 
140 145 150 

CAG TTC TAT GCA GAG ACC TGC CCA GCC CCC GAG CGC GGA GGT GCC GTG 711 
Gin Phe Tyr Ala Glu Thr Cys Pro Ala Pro Glu Arg Gly Gly Ala Val 
155 160 165 170 

CGG GAC CGG CTG CTA CAG AGC AAC CCG GTG CTG GAG GCC TTT GGA AAT 759 
Arg Asp Arg Leu Leu Gin Ser Asn Pro Val Leu Glu Ala Phe Gly Asn 
175 180 185 

GCC AAG ACC CTC CGG AAC GAT AAC TCC AGC AGG TTC GGG AAG TAC ATG 807 
Ala Lys Thr Leu Arg Asn Asp Asn Ser Ser Arg Phe Gly Lys Tyr Met 
190 195 200 

GAT GTG CAG TTT GAC TTC AAG GGT GCC CCC GTG GGT GGC CAC ATC CTC 855 
Asp Val Gin Phe Asp Phe Lys Gly Ala Pro Val Gly Gly His lie Leu 
205 210 215 

ACT TAC CCC CTG GAA AAG TCA CGA GTG GTG CAC CAG AAT CAT GGG GAG 903 
Ser Tyr Pro Leu Glu Lys Ser Arg Val Val His Gin Asn His Gly Glu 
220 225 230 

CGG AAC TTC ACA TCT TCT ACC AGC TGC TGG AGG GGG GCG AGG AGG AGA 951 
Arg Asn Phe Thr Ser Ser Thr Ser Cys Trp Arg Gly Ala Arg Arg Arg 
235 240 245 250 

CTC TTC GCA GGC TGG GCT TGG AAC GGA ACC CCC AGA GCT ATC TGT ACC 999 
Leu Phe Ala Gly Trp Ala Trp Asn Gly Thr Pro Arg Ala He Cys Thr 
255 260 265 

TGG TGAAGGCCAG TGTGCCAAAG TCTTCTTCAT CAACGACAAG AGTGACTGGA AGGTCG 1058 
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Trp 

TCAGGAAGGC TCTGACAGTC ATTGATTTCA CCGAGGATGA AGTGGAGGAC CTGCTGAGCA 1118 

TCGTGGCCAG CGTCCTTCAT TTGGGCAACA TCCACTTTGC TGCCAACGAG GAGAGCAATG 1178 

CCCAGGTCAC CACCGAGAAC CAGCTCAAGT ATCTGAGCCC ATTCAGTATG CGGTGCCTGT 1238 

TGTGAAATAC GACCGCAAGG GCTACAAGCC TCGCTCCCGG CAGCTGCTGC TCACGCCCAA 1298 

CGCCGTCGTC ATCGTGGAGG ACGCCAAAGT CAAGCAGAGG ATTGATTACG CCAACCTGAC 1358 

CGGAATCTCT GTCAGCAGCC TGAGCGACAG TCTTTTTGTG CTTCATGTAC AGCGTGCGGA 1418 

CAATAAGCAA AAGGGAGATG TGGTGCTGCA GAGTGACCAC GTGATTGAGA CGCTGACCAA 1478 

GACAGCCCTC AGTGCCAACC GCGTGAACAG CATCAACATC AACCAGGGCA GCATCACGTT 1538 

TGCAGGGGGC CCCGGCAGGG ATGGCACCAT TGACTTCACA CCCGGCTCGG AGCTGCTCAT 1598 

CACCAAGGCC AAGAACGGGC ACCTGGCTGT GGTCGCCCCA CGGCTGAATT CTCGGTGATA 1658 

AAGGCGCCCA CTGGACCCTC CCAACGCCCA ATGCTTTGCT TTTCTCCTCC TCCCCTTCCC 1718 

AGTTACCAAA GACTCGAACT TCCAGACAGG GACCCAGGGA CACCCCGAAG CCCACCTGCA 1778 

ATCTCCCACC TCCTGCCCAT CCCTCTCTTG AGGGAGCAGC AGGGGCCAGG AGCTACCCCA 1838 

GGAGTGGGCC AGGCCGGGCC ACAGCAATAG GAAAGCCAGG GCCAGAGCGA GCCATGCCAG 1898 

CCCTACTGCC GATGCCAAAT ATTTGAGAGA AGGGAACTTT TGCTGAGGTT TTCTCTGAGG 1958 

TTTTTTTTGA TGCTTTATAG GAAACTATTT TTTAAAAAAA GCCATTTCCC ACCCAAGGAC 2018 

ACAGTGGATG TGTTTTCCCT GACTCCAGCA GGGCAAGGAA ATGTAGCCGA GAGGTTGTGT 2078 

GGGCTGGGCT CTGGTGCCCT CTTCCCTGGC CAGGACACCT CTCCTCCTGA TTCCCTTGGC 2138 

ACCTTGTCTT TCTGTCTGTT TACCTGTCTC CCTGCCTGCC CATCTGCATC TTTTGCAGCC 2198 

CACTCTGACT TCCATCTGGG GGCTGAGACC ACCCTTGCCT GCCCCCTTCT TTCTGCCTTA 2258 

AGAATGTCCT TTTAGGCTGG GCATGGTGGC TCACGCCTGT AACCCCAGCA CTTTGGGAGG 2318 

CGGAGACGGG CAGATAACCT GAGGTCAGGA TTTCGAGACC AACCTGACCT ACATGGAGAA 2378 

ACTCCGCCTC TGGTAAGGAT ACAAAATTAG CCGGGCATGG TGGTGCACGC CTCTAATCCC 2438 

AGCTGCTCGG GAGGCTGAGG CAGGAGAATC ACTTGAACCC GGGAAGTGGA GGTTGCAGTG 2498 

AGCCAAGAGT ACACCACTGC ACTCCAGCCT GGGCAACAGA GCGAGACTCC GTCTTAAAAA 2558 

AA 2560 

<210> 171 
<211> 267 
<212> PRT 
<213> Homo sapiens 
<400> 171 

Met Ala Leu Gin Val Glu Leu Val Pro Thr Gly Glu He He Arg Val 

15 10 15 

Val His Pro His Arg Pro Cys Lys Leu Ala Leu Gly Ser Asp Gly Val 

20 25 30 

Arg Val Thr Met Glu Ser Ala Leu Thr Ala Arg Asp Arg Val Gly Val 

35 40 45 

Gin Asp Phe Val Leu Leu Glu Asn Phe Thr Ser Glu Ala Ala Phe He 

50 55 60 

Gly Asn Leu Arg Arg Arg Phe Arg Glu Asn Leu lie Tyr Thr Tyr He 
65 70 75 80 

Gly Pro Val Leu Val Ser Val Asn Pro Tyr Arg Asp Leu Gin He Tyr 

85 90 95 

Ser Arg Gin His Met Glu Arg Tyr Arg Gly Val Ser Phe Tyr Glu Val 

100 105 110 

Pro Pro His Leu Phe Ala Val Ala Asp Thr Val Tyr Arg Ala Leu Arg 

115 120 125 

Thr Glu Arg Arg Asp Gin Ala Val Met lie Ser Gly Glu Ser Gly Ala 

130 135 140 

Gly Lys Thr Glu Ala Thr Lys Arg Leu Leu Gin Phe Tyr Ala Glu Thr 
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145 






150 






155 










160 


Cys Pro 


Ala 


Pro 


Glu Arg Gly 
165 


Gly Ala 


Val 
170 


Arg 


Asp 


Arg 


Leu 


Leu 
175 


Gin 


Ser Asn 


Pro 


Val 
180 


Leu Glu Ala 


Phe Gly 
185 


Asn 


Ala 


Lys 


Thr 


Leu 
190 


Arg 


Asn 


Asp Asn 


Ser 

195 


Ser 


Arg Phe Gly 


Lys Tyr 
200 


Met 


Asp 


Val 


Gin 
205 


Phe 


Asp 


Phe 


Lys Gly 


Ala 


Pro 


Val Gly Gly 


His He 


Leu 


Ser 


Tyr 


Pro 


Leu 


Glu 


Lys 


210 






215 








220 










Ser Arg 


Val 


Val 


His Gin Asn 


His Gly 


Glu 


Arg 


Asn 


Phe 


Thr 


Ser 


Ser 


225 






230 






235 










240 


Thr Ser 


Cys 


Trp 


Arg Gly Ala 
245 


Arg Arg 


Arg 
250 


Leu 


Phe 


Ala 


Gly 


Trp 

255 


Ala 


Trp Asn 


Gly 


Thr 

260 


Pro Arg Ala 


He Cys 
265 


Thr 


Trp 













<2I0> 172 
<2I1> 2650 
<212> DNA 

<213> Homo sapiens 
<220> 
<221> CDS 
<222>(116).. (1216) 
<400> 172 

CTTTTGCTGC TGCGCCCGGG CAGGGGCTGC CGCGGCCCCA GGTCCCGCTT CGAGACGCGG 60 
CGCGGTCCAG GCGGGAGGCG ACTCCCTAGG AAGGGACCCG GGGCGGGAGG AGGAA ATG 118 

Met 



AGG CCG CGC GGA AGG AAG GCG GCG AGC CCC GGG GCC CCG AGG CCT TGG 166 

Arg Pro Arg Gly Arg Lys Ala Ala Ser Pro Gly Ala Pro Arg Pro Trp 

5 10 15 

CCG CGT CAC AGC ACC CAC ATG GCC TCT GGA GTG GGC GCG GCC TTC GAG 214 

Pro Arg His Ser Thr His Met Ala Ser Gly Val Gly Ala Ala Phe Glu 

20 25 30 

GAA CTG CCT CAC GAC GGC ACG TGT GAC GAG TGC GAG CCC GAC GAG GCT 262 

Glu Leu Pro His Asp Gly Thr Cys Asp Glu Cys Glu Pro Asp Glu Ala 

35 40 45 

CCG GGG GCC GAG GAA GTG TGC CGA GAA TGC GGC TTC TGC TAC TGC CGC 310 

Pro Gly Ala Glu Glu Val Cys Arg Glu Cys Gly Phe Cys Tyr Cys Arg 

50 55 60 65 

CGC CAT GCC GAG GCG CAC AGG CAG AAG TTC CTC AGT CAC CAT CTG GCC 358 

Arg His Ala Glu Ala His Arg Gin Lys Phe Leu Ser His His Leu Ala 

70 75 80 

GAA TAC GTC CAC GGC TCC CAG GCC TGG ACC CCG CCA GCT GAC GGA GAG 406 

Glu Tyr Val His Gly Ser Gin Ala Trp Thr Pro Pro Ala Asp Gly Glu 

85 90 95 
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GGG GCG GGG AAG GAA GAA GCG GAG GTC AAG GTG GAG CAG GAG AGG GAG 454 
Gly Ala Gly Lys Glu Glu Ala Glu Val Lys Val Glu Gin Glu Arg Glu 
100 105 110 

ATA GAA AGC GAG GCA GGG GAA GAG ACT GAG TCG GAG GAA GAG AGC GAG 502 
lie Glu Ser Glu Ala Gly Glu Glu Ser Glu Ser Glu Glu Glu Ser Glu 
115 120 125 

TCA GAG GAA GAG AGC GAG ACA GAG GAA GAG AGT GAG GAT GAG AGC GAT 550 
Ser Glu Glu Glu Ser Glu Thr Glu Glu Glu Ser Glu Asp Glu Ser Asp 
130 135 140 145 

GAG GAG AGT GAA GAA GAC AGC GAG GAA GAA ATG GAG GAT GAG CAA GAA 598 
Glu Glu Ser Glu Glu Asp Ser Glu Glu Glu Met Glu Asp Glu Gin Glu 
150 155 160 

AGC GAG GCC GAA GAA GAC AAC CAA GAA GAA GGG GAA TCC GAG GCG GAG 646 
Ser Glu Ala Glu Glu Asp Asn Gin Glu Glu Gly Glu Ser Glu Ala Glu 
165 170 175 

GGA GAA ACT GAG GCA GAA AGT GAA TTT GAC CCA GAA ATA GAA ATG GAA 694 
Gly Glu Thr Glu Ala Glu Ser Glu Phe Asp Pro Glu lie Glu Met Glu 
180 185 190 

GCA GAG AGA GTG GCC AAG AGG AAG TGT CCG GAC CAT GGG CTT GAT TTG 742 
Ala Glu Arg Val Ala Lys Arg Lys Cys Pro Asp His Gly Leu Asp Leu 
195 200 205 

AGT ACC TAT TGC CAG GAA GAT AGG CAG CTC ATC TGT GTC CTG TGT CCA 790 
Ser Thr Tyr Cys Gin Glu Asp Arg Gin Leu lie Cys Val Leu Cys Pro 
210 215 220 225 

GTC ATT GGG GCT CAC CAG GGC CAC CAA CTC TCC ACC CTA GAC GAA GCC 838 
Val He Gly Ala His Gin Gly His Gin Leu Ser Thr Leu Asp Glu Ala 
230 235 240 

TTT GAA GAA TTA AGA AGC AAA GAC TCA GGT GGA CTG AAG GCC GCT ATG 886 
Phe Glu Glu Leu Arg Ser Lys Asp Ser Gly Gly Leu Lys Ala Ala Met 
245 250 255 

ATC GAA TTG GTG GAA AGG TTG AAG TTC AAG AGC TCA GAC CCT AAA GTA 934 
He Glu Leu Val Glu Arg Leu Lys Phe Lys Ser Ser Asp Pro Lys Val 
260 265 270 

ACT CGG GAC CAA ATG AAG ATG TTT ATA CAG CAG GAA TTT AAG AAA GTT 982 
Thr Arg Asp Gin Met Lys Met Phe He Gin Gin Glu Phe Lys Lys Val 
275 280 285 

CAG AAA GTG ATT GCT GAT GAG GAG CAG AAG GCC CTT CAT CTA GTG GAC 1030 
Gin Lys Val He Ala Asp Glu Glu Gin Lys Ala Leu His Leu Val Asp 
290 295 300 305 

ATC CAA GAG GCA ATG GCC ACA GCT CAT GTG ACT GAG ATA CTG GCA GAC 1078 
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He Gin 


Glu 


Ala 


Met 


Ala 


Thr 


Ala His Val 


Thr 


Glu 


He 


Leu Ala Asp 










310 






315 








320 




ATC CAA 


TCC 


CAC 


ATG 


GAT 


AGG 


TTG ATG ACT 


CAG 


ATG 


GCC 


CAA GCC AAG 


1126 


He Gin 


Ser 


His 


Met 


Asp 


Arg 


Leu Met Thr 


Gin 


Met 


Ala 


Gin Ala Lys 








325 








330 








335 




CAA CAA 

Una vii/i 


CTT 


GAT 


ACC 


TCT 


AAT 


GAA TCA GCT 


GAG 


CCA 


AAG 


GCA GAG GGC 


1174 


Glu Gin 


Leu 


Asp 


Thr 


Ser 


Asn 


Glu Ser Ala 


Glu 


Pro 


Lys 


Ala Glu Gly 






340 










345 






350 






GAT GAG 


GAA 


GGA 


CCC 


AGT 


GGT 


GCC AGT GAA 


GAA 


GAG 


GAC 


ACA TGAAGGCTT 


1225 


Asp Glu 


Glu 


Gly 


Pro 


Ser 


Gly 


Ala Ser Glu 


Glu 


Glu 


Asp 


Thr 




355 










360 






365 









GCTACCCCCA GTGGAAAATC ATCCCCTCCC CTTGTGTGTA TGTGACAGCG TGTATGTAAC 1285 

GGCTTCTGAT TTCTGTGAAA GCTGCTCAGC AACAAACGTA CTTCCACCAG ATGTGTCCCC 1345 

AGATCCACAG CAGGCACATA TCTCTCCAAG GGATGACCAG TTTTATGCTT ACTGTGTGCT 1405 

TCTCATCCCC TGGTTGTGGT AGGTCAAGGA AAAGAGCCCC TTTGATCCAC CAGGAGCAAT 1465 

TAAGAAAGGT CCTTCAGGTA ATCCCTCAAT GGCTGCTTTG AACTTACTCA GGAAAGCCAG 1525 

CCCCCATAAT ATTGTATTAC CAAACAGTAT CGCTTTGTTA GGAAGGATCT GGA ATA ATC T 1585 

TGAAGGGAAG TCAGAGTTTT CTCCCTGCCT ATTAACAAAA ACCCAATTTT GTTCATATTG 1645 

AAGCATGAAA TAAATGAGAG CAAGGTAGGG CCAAATTAAC TCTTGTGGAC AGTCCCTAAA 1705 

AGTCCAGTTC TACATTTGTG AAAATTGTGG TGCCATGAAT TAAGATGGAT GACTGGAAAA 1765 

AGGTGTTGGA GAAAGAGTTA AAGATGAGGA AGAGATATTT TTAGTATATG AAGTTATCCA 1825 

GGACTTGATA TTCATAATTC AGTGCTGTGG AAATGAAAAA AATGATTGAA GAGGTGGAAC 1885 

GGAAATGACC TTAGGGGGAA AAAAAAGGAC CAAAGAAGTC TGATTAAAAG TTGAAATCAG 1945 

TATTTCTGAA TTCAAATTGC TTGAATTTCC AAAATAGTCA GTAAAGGATC TAATAGAACC 2005 

AGAATTATTT GGGTGAATTC TGCAGGTTTT ATGGGCTTGT CACAACGTGA AGGGCTGGAA 2065 

TGTATATTAC CAAATGGGAA TTTCCATTGT AGGTTTTTGC TAGTCCCACC CCCATTTTAG 2125 

CCTAATTTGG CTTAAACGCA GTATGGGGAG AATTGTTCCC ATTCCATGTG TTCTGAATTC 2185 

AGCTCATCTC CCAGCATATA GATATATCCT CCTTTAACTC CGACCAGAAC CCTTCTTCCT 2245 

GTGGCACTCC CCACCCATAG ACCTTCAGAT CATCTCCCAC ACCCTGGATC TCACTCTCCT 2305 

CTTAGTAACA GAGACACTCC TGAGGTTGGA CTTCCTTGCT TTTCTCTACT TCCAAATCAC 2365 

AATTTCTTAC AACCAAGCTT TGTGCTCCCG AGTAAGCAGG GATGTACTAG GGGAATGTAA 2425 

AACTGCAAAC TTAAAAACCT GCATCTTCTT GAAGCATCAG TTTTACTTAC CAAATGGTTT 2485 

AGAGTCATAA GATGACCTAT TTTTATATAA AAGTTATATT ATAGAATAAA ATGTTCATAC 2545 

GCATAGACTG TTAAG 2560 

<210> 173 
<211> 367 
<212> PRT 

<213> Homo sapiens 
173 

Met Arg Pro Arg Gly Arg Lys Ala Ala Ser Pro Gly Ala Pro Arg Pro 

15 10 15 

Trp Pro Arg His Scr Thr His Met Ala Ser Gly Val Gly Ala Ala Phe 

20 25 30 

Glu Glu Leu Pro His Asp Gly Thr Cys Asp Glu Cys Glu Pro Asp Glu 

35 40 45 

Ala Pro Gly Ala Glu Glu Val Cys Arg Glu Cys Gly Phe Cys Tyr Cys 

50 55 60 

Arg Arg His Ala Glu Ala His Arg Gin Lys Phe Leu Ser His His Leu 



524/527 



WO 01/25427 



PCT/JP00/06840 



65 70 75 80 

Ala Glu Tyr Val His Gly Ser Gin Ala Trp Thr Pro Pro Ala Asp Gly 

85 90 95 

Glu Gly Ala Gly Lys Glu Glu Ala Glu Val Lys Val Glu Gin Glu Arg 

100 105 110 

Glu He Glu Ser Glu Ala Gly Glu Glu Ser Glu Ser Glu Glu Glu Ser 

115 120 125 

Glu Ser Glu Glu Glu Ser Glu Thr Glu Glu Glu Ser Glu Asp Glu Ser 

130 135 140 

Asp Glu Glu Ser Glu Glu Asp Ser Glu Glu Glu Met Glu Asp Glu Gin 
145 150 155 160 

Glu Ser Glu Ala Glu Glu Asp Asn Gin Glu Glu Gly Glu Ser Glu Ala 

165 170 175 

Glu Gly Glu Thr Glu Ala Glu Ser Glu Phe Asp Pro Glu He Glu Met 

180 185 190 

Glu Ala Glu Arg Val Ala Lys Arg Lys Cys Pro Asp His Gly Leu Asp 

195 200 205 

Leu Ser Thr Tyr Cys Gin Glu Asp Arg Gin Leu He Cys Val Leu Cys 

210 215 220 

Pro Val lie Gly Ala His Gin Gly His Gin Leu Ser Thr Leu Asp Glu 
225 230 235 240 

Ala Phe Glu Glu Leu Arg Ser Lys Asp Ser Gly Gly Leu Lys Ala Ala 

245 250 255 

Met He Glu Leu Val Glu Arg Leu Lys Phe Lys Ser Ser Asp Pro Lys 

260 265 270 

Val Thr Arg Asp Gin Met Lys Met Phe He Gin Gin Glu Phe Lys Lys 

275 280 285 

Val Gin Lys Val He Ala Asp Glu Glu Gin Lys Ala Leu His Leu Val 

290 295 300 

Asp He Gin Glu Ala Met Ala Thr Ala His Val Thr Glu He Leu Ala 
305 310 315 320 

Asp He Gin Ser His Met Asp Arg Leu Met Thr Gin Met Ala Gin Ala 

325 330 335 

Lys Glu Gin Leu Asp Thr Ser Asn Glu Ser Ala Glu Pro Lys Ala Glu 

340 345 350 

Gly Asp Glu Glu Gly Pro Ser Gly Ala Ser Glu Glu Glu Asp Thr 
355 360 365 

<210> 174 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequencer synthetic DNA 
<400> 174 

ttaagcttgc caccalgagc aaccccagcg ccccaccacc a 41 

<210> 175 
<2 1 1 > 29 
<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> Description of the artificial sequencer synthetic DNA 
<400> 175 

gtatcgattt aattgcgatc ccccatcag 29 
176 

<211> 24 
<212> DNA 

<213> Arti f icial Sequence 
<220> 

<223> Description of the artificial sequence:a synthetic DNA 
<400> 176 

cacctactgtatgacaccacattc 24 

<210> 177 
<211> 24 
<212> DNA 

<213> Arti f icial Sequence 
<220> 

<223> Description of the artificial sequencer synthetic DNA 
<400> 177 

gagatgctgttccatgctggcctg 24 

<210> 178 
<211> 24 
<212> DNA 

<2I3> Artificial Sequence 
<220> 

<223> Description of the artificial sequencer synthetic DNA 
<400> 178 

ggaaagctctccgtggctaacaag 24 

<210> 179 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequencer synthetic DNA 
<400> 179 

catagtccttgacaagggtcacag 24 

<210> 180 
<2 1 1 > 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of the artificial sequenceia synthetic DNA 
<400> 180 
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cccatcaccatcttccaggagc 22 

<210> 181 
<21l> 26 
<2I2> DNA 

<213> Artificial SeQuence 
<220> 

<223> Description of the artificial sequencer synthetic DNA 
<400> 181 

ttcaccaccttcttgatgtcatcata 26 
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considered novel or cannot be considered to involve an inventive 
step when the document is taken alone 

"Y" document of particular relevance; the claimed invention cannot be 
considered to involve an inventive step when the document is 
combined with one or more other such documents, such 
combination being obvious to a person skilled in the art 
document member of the same patent family 
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SEQ ID NO:38 (Accession No.Y94999) 
& AU, 9957847, A 
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Box I Observations where certain claims were found unsearchable (Continuation of item 1 of first sheet) 

This international search report has not been established in respect of certain claims under Article 17(2)(a) for the following reasons: 



1. £3 Claims Nos.: 22,33,51,57,66,69,76 

because they relate to subject matter not required to be searched by this Authority, namely: 

The inventions as set forth in claims 22, 33, 66 and 69 relate to "methods for 
inhibiting, promoting or controlling cell apoptosis" . As stated in the description, 
these methods are performed for therapy in the human body. Therefore, these 
inventions pertain to methods for treatment of the human body by therapy. The 
inventions as set forth in claims 51, 57 and 76 relate to "drug delivery methods 
for inducing a fused antibody comprising an antibody bonded to a drug into 
arteriosclerotic focus" which are to be performed in the human body in therapy. 
Therefore, these inventions pertain to methods for treatment of the human body 
by therapy. 

2. Q Claims Nos.: 

because they relate to parts of the international application that do not comply with the prescribed requirements to such an 
extent that no meaningful international search can be carried out, specifically: 



3. Q Claims Nos.: 

because they are dependent claims and are not drafted in accordance with the second and third sentences of Rule 6.4(a). 

Box II Observations where unity of invention is lacking (Continuation of item 2 of first sheet) 

This International Searching Authority found multiple inventions in this international application, as follows: 
See extra sheet . 



As all required additional search fees were timely paid by the applicant, this international search report covers ail searchable 
claims. 

2. Q As all searchable claims could be searched without effort justifying an additional fee, this Authority did not invite payment 
of any additional fee. 

3 - CD As onlv some oflht required additional search fees were timely paid by the applicant, this international search report covers 
only those claims for which fees were paid, specifically claims Nos.: 



4. £<] No required additional search fees were timely paid by the applicant. Consequently, this international 
search report is restricted to the invention first mentioned in the claims; it is covered by claims Nos.: 

The inventions as set forth in claims which relate to the base sequence 

represented by SEQ ID NO: 143 or the amino acid 
sequence represented by SEQ ID NO: 144 

Remark on Protest Q The additional search fees were accompanied by the applicants protest. 

I I No protest accompanied the payment of additional search fees. 
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5, 8 7, 8 9, 9 1, 9 3, 9 5, 9 7, 9 9, 1 0 1, 1 0 3, 1 0 5, 1 0 7, 1 0 
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2, 1 2 4, 1 2 6, 1 2 8, 1 3 6, 1 3 8, 1 4 0, 1 4 2, 2, 4, 6, 8, 1 0, 
1 2, 1 4, 1 6, 1 8, 2 0, 2 2, 2 4, 2 6, 2 8, 3 0, 3 2, 3 4, 3 6, 3 
8, 4 0, 4 2, 4 4, 4 6, 4 8, 5 0, 5 2, 5 4, 5 6, 5 8, 6 0, 6 2, 6 4, 

6 6, 6 8, 7 0, 7 2, 7 4, 7 6, 7 8, 8 0, 8 2, 8 4, 8 6, 8 8, 9 0, 9 

2, 9 4, 9 6, 9 8, 1 0 0, 1 0 2, 1 0 4, 1 0 6, 1 0 8, 1 1 0^^7? 

/saayy) , x»4, 1 5, 11 6, 129, 130, 131, 132, 133, 

W*$kLX^^Zi <fc ? \C endothelin-1 monocyte chemotactic protein-1 ft £ , /4 J f!E(£-&£o~C 

Lfc^oT, H#<D$£ffllCf±, m&m^rl 4 3, 1 4 5, 1 4 7, 1 4 9, 1 5 1, 1 5 

3, 1 5 5, 1 5 7, 1 6 8, 1 7 0, 1 7 2, 111, 113, 117, 119, 12 
1, 1 2 3, 1 2 5, 1 2 7, 1 3 5, 1 3 7, 1 3 9, 1 4 1, 1, 3, 5, 7, 9, 1 
1, 1 3, 1 5, 1 7, 1 9, 2 1, 2 3, 2 5, 2 7, 2 9, 3 1, 3 3, 3 5, 3 7, 

3 9, 4 1, 4 3, 4 5, 4 7, 4 9, 5 1, 5 3, 5 5, 5 7, 5 9, 6 1, 6 3, 6 

5, 6 7, 6 9, 7 1, 7 3, 7 5, 7 7, 7 9, 8 1, 8 3, 8 5, 8 7, 8 9, 9 1, 
9 3, 9 5, 9 7, 9 9, 1 0 1, 1 0 3, 1 0 5, 1 0 7, 1 0 9 X&ZflZMmmVl 

(fKU, PJffl 4 4, 1 4 6, 1 4 8, 1 5 0, 1 5 2, 1 5 4, 1 5 6, 1 5 
8, 1 6 9, 1 7 1, 1 7 3, 1 1 2, 1 1 4, 1 1 8, 1 2 0, 1 2 2, 1 2 4, 1 2 

6, 1 2 8, 1 3 6, 1 3 8, 1 4 0, 1 4 2, 2, 4, 6, 8, 1 0, 1 2, 1 4, 1 
6, 1 8, 20, 2 2, 2 4, 2 6, 2 8, 3 0, 3 2, 3 4, 3 6, 3 8, 4 0, 4 2, 

4 4, 4 6, 4 8, 5 0, 5 2, 5 4, 5 6, 5 8, 6 0, 6 2, 6 4, 6 6, 6 8, 7 
0, 7 2, 74, 7 6, 7 8, 8 0, 8 2, 8 4, 8 6, 8 8, 9 0, 9 2, 9 4, 9 6, 
9 8, 1 0 0, 1 0 2, 1 0 4, 1 0 6, 1 0 8, 1 1 0 X*££tlZT $ / $|3?iJ) , X 
14, E3WI115, 116, 129, 130, 131, 132, 133, 13 4T*^£ft 
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Continuation of Box No. II of continuation of first sheet(l) 

The requirement of unity of invention in international application (PCT Rule 
13.1) is not satisfied unless there is a technical relationship between a group of 
inventions as set forth in claims involving one or more of the same or corresponding 
special technical feature. The term "special technical feature" means a technical 
feature clearly showing the contribution achieved by the inventions as set forth in 
the claims as a whole (PCT Rule 13.2) . The requirement of unity of invention is judged 
without considering whether the group of inventions are described in separate claims 
or in a single claim in the alternative form (PCT Rule 13.3) . 

In the present case, the inventions relating to the base sequences represented 
bySEQIDNOS: 143, 145, 147, 149, 151, 153, 155, 157, 168, 170, 172, 111, 113, 117, 
119, 121, 123, 125, 127, 135, 137, 139, 141, 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 
23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 45, 47, 49, 51, 53, 55, 57, 59, 61, 63, 
65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 
107 and 109 (or the amino acid sequences represented by SEQ ID NOS:144, 146, 148, 150, 

152, 154, 156, 158, 169, 171, 173, 112, 114, 118, 120, 122, 124, 126, 128, 136, 138, 

140, 142, 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 

42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 

84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108 and 110) or the base sequences 
represented by SEQ ID NO:115,116, 129, 130, 131, 132, 133 and 134 have a matter in 
common W DNA the expression of which is induced by a shear stress stimulus in 
hemoendothelial cells" . However, there had been publicly known endothel in- 1 , monocyte 
chemotactic protein- 1, etc. as "DNA the expression of which is induced by a shear stress 
stimulus in hemoendothelial cells", as the applicant recognizes. Therefore, it can 
be concluded that there is no "special technical feature" common to the inventions 
relating to the above -described base sequences (or amino acid sequences) as set forth 
in the claims. 

Such being the case, the claims involve 86 separate inventions respectively 
relating to the base sequences represented by SEQ ID NOS: 143, 145, 147, 149, 151, 

153, 155, 157, 168, 170, 172, 111, 113, 117, 119, 121, 123, 125, 127, 135, 137, 139, 

141, 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 

43, 45, 47, 49, 51, 53, 55, 57, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 

85, 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 107 and 109 (or the amino acid sequences 
represented by SEQ ID NOS: 144, 146, 148, 150, 152, 154, 156, 158, 169, 171, 173, 112, 
114, 118, 120, 122, 124, 126, 128, 136, 138, 140, 142, 2, 4, 6, 8, 10, 12, 14, 16, 
18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 
60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 
102, 104, 106, 108 and 110) or the base sequences represented by SEQ ID NO: 115, 116, 
129, 130, 131, 132, 133 and 134. 
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FIGURE 17 (Accession No. Y13351) 
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24.8^.1999 (24.08.99) 
^{C, SEQ ID NO: 2 (Accession No.X87000), 
SEQ ID NO: 1 (Accession No. Y27096) 
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WO, 99/58660, Al (HUMAN GENOME SCIENCES. INC. ) 
18.11^.1999 (18.11.99) 

SEQ ID NO: 39 (Accession No.Z65278), 
SEQ ID NO: 291 (Accession No.Y76303) 
& AU. 9938831, A 


2, 4. 11.12. 
36-40, 43, 
45. 46 


P,X 
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TOPPER, James N. et al. , "Blood f low and vascular gene ex- 
pression: fluid shear stress as a modulator of endothelial 
phenotype", 

Molecular Medicine Today, January, 1999, Volume 5, 
Number 1, pages 40-46 
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